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<170 > 
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<210 > 
<211> 
<212> 
<213> 


1 

5 

PRT 

Art i f icial Sequence 






<220 > 
<223> 


homo sapien - peptide linker 


for use 


in conj ugates 


<400> 


1 







Gly Gly Gly Gly Ser 
1 5 



peptide linker for use in conj ugates 



<210> 2 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
<220> 

<221> REPEAT 

<222> (1) . . . (5) 

<223> homo sapien 

<400> 2 
Gly Gly Gly Gly Ser 
1 5 

<210> 3 
<211> 12 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien - peptide linker for use in conjugates 
<400> 3 

Gly Lys Ser Ser Gly Ser Gly Ser Glu Ser Lys Ser 
15 10 



<210> 4 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien - peptide linker for use in conjugates 
<400> 4 

Gly Ser Thr Ser Gly Ser Gly Lys Ser Ser Glu Gly Lys Gly 
15 10 



-1- 




<210> 5 
<211> 18 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien - peptide linker for use in conjugates 
<400> 5 

Gly Ser Thr Ser Gly Ser Gly Lys Ser Ser Glu Gly Ser Gly Ser Thr 

15 10 15 

Lys Gly 



<210> 6 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien - peptide linker for use in conjugates 
<400> 6 

Gly Ser Thr Ser Gly Ser Gly Lys Ser Ser Glu Gly Lys Gly 
15 10 



<210> 7 
<211> 18 
<212> PRT 

<213> Artificial Sequence 



<220> 

<22 3 > homo sapien - peptide linker for use in conj ugates 
<400> 7 

Gly Ser Thr Ser Gly Ser Gly Lys Pro Gly Ser Gly Glu Gly Ser Thr 

15 10 15 

Lys Gly 



<210> 8 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
( <220> 

f L <223> homo sapien - peptide linker for use in conjugates 



r,1 



<400> 8 

Glu Gly Lys Ser Ser Gly Ser Gly Ser Glu Ser Lys Glu Phe 
15 10 

<210> 9 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien - peptide linker for use in conjugates 

<400> 9 
Ser Arg Ser Ser Gly 
1 5 

<210> 10 
<211> 5 
<212> PRT 



-2- 



<213> Artificial Sequence 



<220> 

<223> homo sapien - peptide linker for use in conjugates 

<400> 10 
Ser Gly Ser Ser Cys 
1 5 



< 2 1 0 > 


11 






^ _L _L 


28 






< 2 1 2 > 


PRT 






<213 > 


diphtheria toxin trypsin sensitive 


"I V W 


11 






Al a 


Met Gly Arg Ser Gly Gly Gly 


Cys 


Ala 


1 


5 




10 


Ser 


Leu Ser Cys Gly Gly Leu Asn 


Leu 


Gin 




20 


25 




<210 > 


12 






<211> 


6 






<212> 


PRT 






<213> 


homo sapien 






<220> 








<221> 


REPEAT 






<222> 


(3) ... (3) 






<223> 


repeat unit 2 -4 times 






<221> 


REPEAT 






<222> 


(3) ... (4) 






<223> 


repeat family 1-11 times 






<400> 


12 






Ala 


Met Gly Ser Ala Met 







15 



<210> 


13 


<211> 


74 


<212> 


PRT 


<213 > 


homo sapien 


<220> 




<223> 


Human Chemokine 


<400> 


13 



Gly 


Pro 


Ala 


Ser 


Val 


Pro 


Thr 


Thr 


Cys 


Cys 


Phe 


Asn 


Leu 


Ala 


Asn 


1 








5 










10 










15 


Lys 


He 


Pro 


Leu 


Gin 


Arg 


Leu 


Glu 


Ser 


Tyr 


Arg 


Arg 


He 


Thr 


Ser 






20 










25 










30 




Lys 


Cys 


Pro 


Gin 


Lys 


Ala 


Val 


He 


Phe 


Lys 


Thr 


Lys 


Leu 


Ala 


Lys 


35 










40 










45 






lie 


Cys 
50 


Ala 


Asp 


Pro 


Lys 


Lys 
55 


Lys 


Trp 


Val 


Gin 


Asp 
60 


Ser 


Met 


Lys 


Leu 


Asp 


Gin 


Lys 


Ser 


Pro 


Thr 


Pro 


Lys 


Pro 













65 70 

<210> 14 

<211> 77 

<212> PRT 

<213> homo sapien 

<220> 

<223> Human Chemokine Polypeptide: GCP-2 



-3- 



<400> 14 



Gly 


Pro 


Val 


Ser 


Ala 


Val 


Leu 


Thr 


Glu 


Leu 


Arg 


Cys 


Thr 


Cys 


Leu 


1 








5 










10 










15 


Val 


Thr 


Leu 


Arg 


Val 


Asn 


Pro 


Lys 


Thr 


He 


Gly 


Lys 


Leu 


Gin 


Val 








20 










25 










30 




Pro 


Ala 


Gly 


Pro 


Gin 


Cys 


Ser 


Lys 


Val 


Glu 


Val 


Val 


Ala 


Ser 


Leu 






35 










40 










45 






Asn 


Gly 


Lys 


Gin 


Val 


Cys 


Leu 


Asp 


Pro 


Glu 


Ala 


Pro 


Phe 


Leu 


Lys 




50 










55 










60 








Val 


He 


Gin 


Lys 


He 


Leu 


Asp 


Ser 


Gly 


Asn 


Lys 


Lys 


Asn 







65 70 75 

<210> 15 

<211> 127 

<212> PRT 

<213> homo sapien 

<220> 

<223> Human Chemokine Polypeptide: GM-CSF 



<400 


> 15 






























Ala 


Pro 


Ala 


Arg 


Ser 


Pro 


Ser 


Pro 


Ser 


Thr 


Gin 


Pro 


Trp 


Glu 


His 


Val 


1 








5 










10 










15 




Asn 


Ala 


He 


Gin 


Glu 


Ala 


Arg 


Arg 


Leu 


Leu 


Asn 


Leu 


Ser 


Arg 


Asp 


Thr 








20 










25 










30 






Ala 


Ala 


Glu 


Met 


Asn 


Glu 


Thr 


Val 


Glu 


Val 


He 


Ser 


Glu 


Met 


Phe 


Asp 






35 










40 










45 








Leu 


Gin 


Glu 


Pro 


Thr 


Cys 


Leu 


Gin 


Thr 


Arg 


Leu 


Glu 


Leu 


Tyr 


Lys 


Gin 




50 










55 










60 










Gly 


Leu 


Arg 


Gly 


Ser 


Leu 


Thr 


Lys 


Leu 


Lys 


Gly 


Pro 


Leu 


Thr 


Met 


Met 


65 










70 










75 










80 


Ala 


Ser 


His 


Tyr 


Lys 


Gin 


His 


Cys 


Pro 


Pro 


Thr 


Pro 


Glu 


Thr 


Ser 


Cys 










85 










90 










95 




Ala 


Thr 


Gin 


He 


He 


Thr 


Phe 


Glu 


Ser 


Phe 


Lys 


Glu 


Asn 


Leu 


Lys 


Asp 








100 










105 










110 






Phe 


Leu 


Leu 


Val 


He 


Pro 


Phe 


Asp 


Cys 


Trp 


Glu 


Pro 


Val 


Gin 


Glu 








115 










12 0 










125 









<210> 16 

<211> 73 

<212> PRT 

<213> homo sapien 

<220> 

<223> Human Chemokine Polypeptide: MGSA/GRO- Alpha 

<400> 16 



Ala 


Ser 


Val 


Ala 


Thr 


Glu 


Leu 


Arg 


Cys 


Gin 


Cys 


Leu 


Gin 


Thr 


Leu 


Gin 


1 








5 










10 










15 




Gly 


He 


His 


Pro 


Lys 


Asn 


He 


Gin 


Ser 


Val 


Asn 


Val 


Lys 


Ser 


Pro 


Gly 






20 










25 










30 






Pro 


His 


Cys 


Ala 


Gin 


Thr 


Glu 


Val 


He 


Ala 


Thr 


Leu 


Lys 


Asn 


Gly 


Arg 






35 










40 










45 








Lys 


Ala 


Cys 


Leu 


Asn 


Pro 


Ala 


Ser 


Pro 


He 


Val 


Lys 


Lys 


He 


He 


Glu 




50 










55 










60 










Lys 


Met 


Leu 


Asn 


Ser 


Asp 


Lys 


Ser 


Asn 

















65 70 



<210> 17 

<211> 73 

<212> PRT 

<213> homo sapien 

<220> 



-4- 



<223> Human Chemokine Polypeptide: 1309 
<400> 17 

Lys Ser Met Gin Val Pro Phe Ser Arg Cys Cys Phe Ser Phe Ala Glu 

15 10 15 

Gin Glu lie Pro Leu Arg Ala lie Leu Cys Tyr Arg Asn Thr Ser Ser 

20 25 30 

lie Cys Ser Asn Glu Gly Leu lie Phe Lys Leu Lys Arg Gly Lys Glu 

35 40 45 

Ala Cys Ala Leu Asp Thr Val Gly Trp Val Gin Arg His Arg Lys Met 

50 55 60 

Leu Arg His Cys Pro Ser Lys Arg Lys 
65 70 



<210> 18 

<211> 133 

<212> PRT 

<213> homo sapien 

<220> 

<223> Human Chemokine Polypeptide: Interleukin - 3 (IL-3) 
<400> 18 



Ala 


Pro 


Met 


Thr 


Gin 


Thr 


Thr 


Pro 


Leu 


Lys 


Thr 


Ser 


Trp 


Val 


Asn 


Cys 


1 








5 










10 










15 




Ser 


Asn 


Met 


He 
20 


Asp 


Glu 


He 


He 


Thr 
25 


His 


Leu 


Lys 


Gin 


Pro 
30 


Pro 


Leu 


Pro 


Leu 


Leu 
35 


Asp 


Phe 


Asn 


Asn 


Leu 
40 


Asn 


Gly 


Glu 


Asp 


Gin 
45 


Asp 


He 


Leu 


Met 


Glu 
50 


Asn 


Asn 


Leu 


Arg 


Arg 
55 


Pro 


Asn 


Leu 


Glu 


Ala 
60 


Phe 


Asn 


Arg 


Ala 


Val 


Lys 


Ser 


Leu 


Gin 


Asn 


Ala 


Ser 


Ala 


He 


Glu 


Ser 


He 


Leu 


Lys 


Asn 


65 








70 










75 










80 


Leu 


Leu 


Pro 


Cys 


Leu 


Pro 


Leu 


Ala 


Thr 


Ala 


Ala 


Pro 


Thr 


Arg 


His 


Pro 








85 










90 










95 




lie 


His 


lie 


Lys 
100 


Asp 


Gly 


Asp 


Trp 


Asn 
105 


Glu 


Phe 


Arg 


Arg 


Lys 
110 


Leu 


Thr 


Phe 


Tyr 


Leu 


Lys 


Thr 


Leu 


Glu 


Asn 


Ala 


Gin 


Ala 


Gin 


Gin 


Thr 


Thr 


Leu 




115 










120 










125 








Ser 


Leu 
130 


Ala 


He 


Phe 

























<210> 19 

<211> 77 

<212> PRT 

<213> homo sapien 

<220> 

<223> Human Chemokine Polypeptide: Interleukin- 8 (IL-8) 



<400> 19 



Ala 


Val 


Leu 


Pro 


Arg 


Ser 


Ala 


Lys 


Glu 


Leu 


Arg 


Cys 


Gin 


Cys 


He 


Lys 


1 








5 










10 










15 




Thr 


Tyr 


Ser 


Lys 


Pro 


Phe 


His 


Pro 


Lys 


Phe 


He 


Lys 


Glu 


Leu 


Arg 


Val 






20 










25 










30 






He 


Glu 


Ser 


Gly 


Pro 


His 


Cys 


Ala 


Asn 


Thr 


Glu 


He 


He 


Val 


Lys 


Leu 






35 








40 










45 








Ser 


Asp 


Gly 


Arg 


Glu 


Leu 


Cys 


Leu 


Asp 


Pro 


Lys 


Glu 


Asn 


Trp 


Val 


Gin 




50 










55 










60 










Arg 


Val 


Val 


Glu 


Lys 


Phe 


Leu 


Lys 


Arg 


Ala 


Glu 


Asn 


Ser 








65 










70 










75 













<210> 20 
<211> 76 
<212> PRT 



-5- 



<213> homo sapien 
<220 > 

<223> Human Chemokine Polypeptide: MCP-1 
<400> 20 



Gin 


Pro 


Asp 


Ala 


He 


Asn 


Ala 


Pro 


Val 


Thr 


Cys 


Cys 


Tyr 


Asn 


Phe 


Thr 


1 








5 










10 










15 




Asn 


Arg 


Lys 


He 


Ser 


Val 


Gin 


Arg 


Leu 


Ala 


Ser 


Tyr 


Arg 


Arg 


He 


Thr 








20 










25 










30 






Ser 


Ser 


Lys 


Cys 


Pro 


Lys 


Glu 


Ala 


Val 


He 


Phe 


Lys 


Thr 


He 


Val 


Ala 






35 










40 










45 








Lys 


Glu 


lie 


Cys 


Ala 


Asp 


Pro 


Lys 


Gin 


Lys 


Trp 


Val 


Gin 


Asp 


Ser 


Met 




50 










55 










60 










Asp 


His 


Leu 


Asp 


Lys 


Gin 


Thr 


Gin 


Thr 


Pro 


Lys 


Thr 










65 










70 










75 













<210> 21 

<211> 76 

<212> PRT 

<2 13 > homo sapien 

<220> 

<223> Human Chemokine Polypeptide: MCP-2 



<400 


> 21 






























Gin 


Pro 


Asp 


Ser 


Val 


Ser 


He 


Pro 


He 


Thr 


Cys 


Cys 


Phe 


Asn 


Val 


He 


1 








5 










10 










15 




Asn 


Arg 


Lys 


He 


Pro 


He 


Gin 


Arg 


Leu 


Glu 


Ser 


Tyr 


Thr 


Arg 


He 


Thr 








20 










25 










30 






Asn 


He 


Gin 


Cys 


Pro 


Lys 


Glu 


Ala 


Val 


He 


Phe 


Lys 


Thr 


Lys 


Arg 


Gly 






35 










40 










45 








Lys 


Glu 


Val 


Cys 


Ala 


Asp 


Pro 


Lys 


Glu 


Arg 


Trp 


Val 


Arg 


Asp 


Ser 


Met 




50 










55 










60 










Lys 


His 


Leu 


Asp 


Gin 


He 


Phe 


Gin 


Asn 


Leu 


Lys 


Pro 










65 










70 










75 













<210> 22 

<211> 76 

<212> PRT 

<213> homo sapien 

<220> 

<223> Human Chemokine Polypeptide: MCP-3 

<400> 22 



Gin 


Pro 


Val 


Gly 


He 


Asn 


Thr 


Ser 


Thr 


Thr 


Cys 


Cys 


Tyr 


Arg 


Phe 


He 


1 








5 










10 










15 




Asn 


Lys 


Lys 


He 


Pro 


Lys 


Gin 


Arg 


Leu 


Glu 


Ser 


Tyr 


Arg 


Arg 


Thr 


Thr 








20 










25 










30 






Ser 


Ser 


His 


Cys 


Pro 


Arg 


Glu 


Ala 


Val 


He 


Phe 


Lys 


Thr 


Lys 


Leu 


Asp 






35 










4 0 










45 








Lys 


Glu 


He 


Cys 


Ala 


Asp 


Pro 


Thr 


Gin 


Lys 


Trp 


Val 


Gin 


Asp 


Phe 


Met 




50 










55 










60 










Lys 


His 


Leu 


Asp 


Lys 


Lys 


Thr 


Gin 


Thr 


Pro 


Lys 


Leu 










65 










70 










75 













<210> 23 

<211> 75 

<212> PRT 

<213> homo sapien 

<220> 

<22 3> Human Chemokine Polypeptide: MCP-4 



-6- 




<400 


> 23 






























Gin 


Pro 


Asp 


Ala 


Leu 


Asn 


Val 


Pro 


Ser 


Thr 


Cys 


Cys 


Phe 


Thr 


Phe 


Ser 


1 








5 










10 










15 




O C -L 


J-J y O 


i_iy b 


T 1 ^ 
-L -L fc; 


c; f=i >- 


JjC Li 


ai -n 

J. 1 1 


i-ix. y 


LJ^Z Li 


T T C! 

J^j y o 


o C -L. 


iyr 


Val 


Tip 


± 111. 


±111. 








20 










25 










30 






Ser 


Arg 


Cys 


Pro 


Gin 


Lys 


Ala 


Val 


He 


Phe 


Arg 


Thr 


Lys 


Leu 


Gly 


Lys 






35 










40 










45 








Glu 


lie 


Cys 


Ala 


Asp 


Pro 


Lys 


Glu 


Lys 


Trp 


Val 


Gin 


Asn 


Tyr 


Met 


Lys 




50 










55 










60 










His 


Leu 


Gly 


Arg 


Lys 


Ala 


His 


Thr 


Leu 


Lys 


Thr 












65 










70 










75 













<210> 24 

<211> 70 

<212> PRT 

<213> homo sapien 

<220> 

<223> Human Chemokine Polypeptide: MIP- 1 -Alpha 



<400> 24 
Ala Ser Leu Ala 
1 

Ser Arg Gin He 

20 

Ser Gin Cys Ser 
35 

Gin Val Cys Ala 
50 

Asp Leu Glu Leu 
65 



Ala Asp Thr Pro 
5 

Pro Gin Asn Phe 

Lys Pro Gly Val 

40 

Asp Pro Ser Glu 
55 

Ser Ala 
70 



Thr Ala Cys Cys 
10 

He Ala Asp Tyr 
25 

He Phe Leu Thr 

Glu Trp Val Gin 

60 



Phe 


Ser 


Tyr 


Thr 






15 




Phe 


Glu 


Thr 


Ser 




30 






Lys 


Arg 


Ser 


Arg 


45 








Lys 


Tyr 


Val 


Ser 



<210> 25 

<211> 129 

<212> PRT 

<213> homo sapien 



<220> 

<22 3> Human Chemokine Polypepti 



400 


> 25 














His 


Lys 


Cys 


Asp 


He 


Thr 


Leu 


Gin 


1 








5 








Leu 


Thr 


Glu 


Gin 
20 


Lys 


Thr 


Leu 


Cys 


Phe 


Ala 


Ala 
35 


Ser 


Lys 


Asn 


Thr 


Thr 
40 


Ala 


Thr 
50 


Val 


Leu 


Arg 


Gin 


Phe 
55 


Tyr 


Cys 


Leu 


Gly 


Ala 


Thr 


Ala 


Gin 


Gin 


65 










70 






Arg 


Phe 


Leu 


Lys 


Arg 
85 


Leu 


Asp 


Arg 


Asn 


Ser 


Cys 


Pro 
100 


Val 


Lys 


Glu 


Ala 


Leu 


Glu 


Arg 
115 


Leu 


Lys 


Thr 


He 


Met 
120 



Ser 



Interleukin- 4 (IL-4) 



Glu 


He 


He 


Lys 


Thr 


Leu 


Asn 


Ser 




10 










15 




Thr 


Glu 


Leu 


Thr 


Val 


Thr 


Asp 


He 


25 










30 






Glu 


Lys 


Glu 


Thr 


Phe 


Cys 


Arg 


Ala 










45 








Ser 


His 


His 


Glu 


Lys 


Asp 


Thr 


Arg 








60 










Phe 


His 


Arg 


His 


Lys 


Gin 


Leu 


He 






75 










80 


Asn 


Leu 


Trp 


Gly 


Leu 


Ala 


Gly 


Leu 




90 










95 




Asn 


Gin 


Ser 


Thr 


Leu 


Glu 


Asn 


Phe 


105 










110 






Arg 


Glu 


Lys 


Tyr 


Ser 


Lys 


Cys 


Ser 



125 



<210> 26 

<211> 73 

<212> PRT 

<213> homo sapien 

<220> 



-7- 



<223> Human Chemokine Poypeptide: MGSA/GRO-Beta 



<400> 


26 






























Ala 


Pro 


Leu 


Ala 


Thr 


Glu 


Leu 


Arg 


Cys 


Gin 


Cys 


Leu 


Gin 


Thr 


Leu 


Gin 


1 








5 










10 










15 




Gly 


He 


His 


Leu 


Lys 


Asn 


He 


Gin 


Ser 


Val 


Lys 


Val 


Lys 


Ser 


Pro 


Gly 








20 










25 










30 






Pro 


His 


Cys 


Ala 


Gin 


Thr 


Glu 


Val 


He 


Ala 


Thr 


Leu 


Lys 


Asn 


Glv 


Gin 






35 










40 










45 








Lys 


Ala 


Cys 


Leu 


Asn 


Pro 


Ala 


Ser 


Pro 


Met 


Val 


Lys 


Lys 


He 


lie 


Glu 




50 










55 










60 










Lys 


Met 


Leu 


Lys 


Asn 


Gly 


Lys 


Ser 


Asn 
















65 










70 






















<210> 


27 






























<211> 


73 






























<212 > 


PRT 





























<213> homo sapien 
<220> 

<223> Human Chemokine Polypeptide: MGSA/GRO- gamma 



<400> 


27 






























Ala 


Ser 


Val 


Val 


Thr 


Glu 


Leu 


Arg 


Cys 


Gin 


Cys 


Leu 


Gin 


Thr 


Leu 


Gin 


1 








5 










10 










15 




Gly 


He 


His 


Leu 


Lys 


Asn 


He 


Gin 


Ser 


Val 


Asn 


Val 


Arg 


Ser 


Pro 


Gly 








20 










25 










30 






Pro 


His 


Cys 


Ala 


Gin 


Thr 


Glu 


Val 


He 


Ala 


Thr 


Leu 


Lys 


Asn 


Gly 


Lys 






35 










40 










45 








Lys 


Ala 


Cys 


Leu 


Asn 


Pro 


Ala 


Ser 


Pro 


Met 


Val 


Gin 


Lys 


He 


He 


Glu 




50 










55 










60 










Lys 


He 


Leu 


Asn 


Lys 


Gly 


Ser 


Thr 


Asn 

















65 70 

<210> 28 

<211> 69 

<212> PRT 

<213> homo sapien 

<220> 

<223> Human Chemokine Polypeptide: PARC (MIP-4) 



<400 


> 28 






























Ala 


Gin 


Val 


Gly 


Thr 


Asn 


Lys 


Glu 


Leu 


Cys 


Cys 


Leu 


Val 


Tyr 


Thr 


Ser 


1 








5 










10 










15 




Trp 


Gin 


lie 


Pro 


Gin 


Lys 


Phe 


He 


Val 


Asp 


Tyr 


Ser 


Glu 


Thr 


Ser 


Pro 








20 










25 










30 






Gin 


Cys 


Pro 


Lys 


Pro 


Gly 


Val 


He 


Leu 


Leu 


Thr 


Lys 


Arg 


Gly 


Arg 


Gin 






35 










40 










45 








He 


Cys 


Ala 


Asp 


Pro 


Asn 


Lys 


Lys 


Trp 


Val 


Gin 


Lys 


Tyr 


He 


Ser 


Asp 




50 










55 










60 










Leu 


Lys 


Leu 


Asn 


Ala 
























65 

































<210> 29 

<211> 68 

<212> PRT 

<213> homo sapien 

<220> 

<22 3> Human Chemokine Polypeptide: RANTES 
<400> 29 

Ser Pro Tyr Ser Ser Asp Thr Thr Pro Cys Cys Phe Ala Tyr He Ala 

15 10 15 

Arg Pro Leu Pro Arg Ala His He Lys Glu Tyr Phe Tyr Thr Ser Gly 

20 25 30 



-8- 



Lys Cys Ser Asn Pro Ala Val Val Phe Val Thr Arg Lys Asn Arg Gin 

35 40 45 

Val Cys Ala Asn Pro Glu Lys Lys Trp Val Arg Glu Tyr lie Asn Ser 

50 55 60 

Leu Glu Met Ser 
65 

<210> 30 

<211> 69 

<212> PRT 

<213> homo sapien 

<220 > 

<223> Human Chemokine Polypeptide: MIP-l-Beta 



<400> 30 



Ala 


Pro 


Met 


Gly 


Ser 


Asp 


Pro 


Pro 


Thr 


Ala 


Cys 


Cys 


Phe 


Ser 


Tyr 


Thr 


1 








5 










10 










15 




Ala 


Arg 


Lys 


Leu 


Pro 


Arg 


Asn 


Phe 


Val 


Val 


Asp 


Tyr 


Tyr 


Glu 


Thr 


Ser 








20 










25 










30 






Ser 


Leu 


Cys 


Ser 


Gin 


Pro 


Ala 


Val 


Val 


Phe 


Gin 


Thr 


Lys 


Arg 


Ser 


Lys 






35 










40 










45 








Gin 


Val 


Cys 


Ala 


Asp 


Pro 


Ser 


Glu 


Ser 


Trp 


Val 


Gin 


Glu 


Tyr 


Val 


Tyr 




50 










55 










60 










Asp 


Leu 


Glu 


Leu 


Asn 

























65 

<210> 31 

<211> 323 

<212> PRT 

<213> homo sapien 

<220 > 

<223> Human Chemokine Polypeptide: RAP 



<400> 31 



Tyr 


Ser 


Arg 


Glu 


Lys 


Asn 


Gin 


Pro 


1 








5 








Gly 


Glu 


Glu 


Phe 


Arg 


Met 


Glu 


Lys 








20 










Gin 


Arg 


Leu 


His 


Leu 


Pro 


Pro 


Val 






35 










40 


Leu 


Lys 


lie 


Gin 


Glu 


Arg 


Asp 


Glu 




50 










55 




Asp 


Gly 


Leu 


Asp 


Glu 


Asp 


Gly 


Glu 


65 










70 






Leu 


Asn 


Val 


lie 


Leu 


Ala 


Lys 


Tyr 










85 








Arg 


Gin 


Val 


Thr 


Ser 


Asn 


Ser 


Leu 








100 










Asp 


Asp 


Pro 


Arg 


Leu 


Glu 


Lys 


Leu 






115 










120 


Lys 


Phe 


Ser 


Gly 


Glu 


Glu 


Leu 


Asp 




130 










135 




His 


Lys 


Glu 


Lys 


Val 


His 


Glu 


Tyr 


145 










150 






Arg 


Thr 


Glu 


Glu 


He 


His 


Glu 


Asn 










165 








Asp 


lie 


Lys 


Gly 


Ser 


Val 


Leu 


His 








180 










Lys 


Leu 


Arg 


Ser 


He 


Asn 


Gin 


Gly 






195 










200 


His 


Gin 


Gly 


Tyr 


Ser 


Thr 


Glu 


Ala 




210 










215 




Asp 


Leu 


Trp 


Asp 


Leu 


Ala 


Gin 


Ser 



Lys 


Pro 


Ser 


Pro 


Lys 


Arg 


Glu 


Ser 




10 










15 




Leu 


Asn 


Gin 


Leu 


Trp 


Glu 


Lys 


Ala 


25 










30 






Arg 


Leu 


Ala 


Glu 


Leu 


His 


Ala 


Asp 










45 








Leu 


Ala 


Trp 


Lys 


Lys 


Leu 


Lys 


Leu 








60 










Lys 


Glu 


Ala 


Arg 


Leu 


He 


Arg 


Asn 






75 










80 


Gly 


Leu 


Asp 


Gly 


Lys 


Lys 


Asp 


Ala 




90 










95 




Ser 


Gly 


Thr 


Gin 


Glu 


Asp 


Gly 


Leu 


105 










110 






Trp 


His 


Lys 


Ala 


Lys 


Thr 


Ser 


Gly 










125 








Lys 


Leu 


Trp 


Arg 


Glu 


Phe 


Leu 


His 








140 










Asn 


Val 


Leu 


Leu 


Glu 


Thr 


Leu 


Ser 






155 










160 


Val 


He 


Ser 


Pro 


Ser 


Asp 


Leu 


Ser 




170 










175 




Ser 


Arg 


His 


Thr 


Glu 


Leu 


Lys 


Glu 


185 










190 






Leu 


Asp 


Arg 


Leu 


Arg 


Arg 


Val 


Ser 










205 








Glu 


Phe 


Glu 


Glu 


Pro 


Arg 


Val 


He 








220 










Ala 


Asn 


Leu 


Thr 


Asp 


Lys 


Glu 


Leu 



22 5 










2 3 0 










2 3 5 










240 


Gl u 


Ala. 


Phe 




Glu 


Glu 


Leu 


Lys 


His 


Phe 


Glu 


Ala 


Lys 


He 


Glu 


Lys 










24 5 










250 










255 




Hi s 


Asn 


His 


Tvr 


Gin 


Lys 


Gin 


Leu 


Glu 


lie 


Ala 


His 


Glu 


Lys 


Leu 


Arq 








9 a n 










2 6 5 










2 7 0 






His 


Ala 


Glu 


Ser 


Val 


Gly 


Asp 


Gly 


Glu 


Arg 


Val 


Ser 


Arg 


Ser 


Arg 


Glu 






275 










280 










285 








Lys 


His 


Ala 


Leu 


Leu 


Glu 


Gly 


Arg 


Thr 


Lys 


Glu 


Leu 


Gly 


Tyr 


Thr 


Val 




290 










295 










300 










Lys 


Lys 


His 


Leu 


Gin 


Asp 


Leu 


Ser 


Gly 


Arg 


He 


Ser 


Arg 


Ala 


Arg 


His 


305 










310 










315 










320 


Asn 


Glu 


Leu 





























<210> 32 

<211> 89 

<212> PRT 

<213> Homo sapiens 



<220> 

<223> Human Chemokine Polypeptide: Stromal cell -derived 
Factor- 1 -Aplha ( SDF - 1 -Alpha ) 

<300> 

<303> Genomics 
<304> 28 
<306> 495-500 
<307> 1995 



<400> 32 

Met Asn Ala Lys Val Val Val Val Leu Val Leu Val Leu Thr Ala Leu 

15 10 15 

Cys Leu Ser Asp Gly Lys Pro Val Ser Leu Ser Tyr Arg Cys Pro Cys 

20 25 30 

Arg Phe Phe Glu Ser His Val Ala Arg Ala Asn Val Lys His Leu Lys 

35 40 45 

He Leu Asn Thr Pro Asn Cys Ala Leu Gin He Val Ala Arg Leu Lys 

50 55 60 

Asn Asn Asn Arg Gin Val Cys He Asp Pro Lys Leu Lys Trp He Gin 
65 70 75 80 

Glu Tyr Leu Glu Lys Ala Leu Asn Lys 

85 

210> 33 
211> 71 
212> PRT 

213 > homo sapien 
220> 

22 3 > Human Chemokine Polypeptide: TARC 
400> 33 

Ala Arg Gly Thr Asn Val Gly Arg Glu Cys Cys Leu Glu Tyr Phe Lys 

15 10 15 

Gly Ala He Pro Leu Arg Lys Leu Lys Thr Trp Tyr Gin Thr Ser Glu 

20 25 30 

Asp Cys Ser Arg Asp Ala He Val Phe Val Thr Val Gin Gly Arg Ala 

35 40 45 

He Cys Ser Asp Pro Asn Asn Lys Arg Val Lys Asn Ala Val Lys Tyr 

50 55 60 

Leu Gin Ser Leu Glu Arg Ser 
65 70 

210> 34 
:211> 247 



-10- 




<212> PRT 

<2 13 > Bryonia dioica 



<400> 34 



Asp 


Val 


Ser 


Phe 


Arq 


Leu 


Ser 


Gly 


Ala 


Thr 


Thr 


Thr 


Ser 


Tyr 


Gly 


Val 


1 








5 










10 










15 




Phe 


I le 


Lys 


Asn 


Leu 


Ara 


Glu 


Ala 


Leu 


Pro 


Tvr 


Glu 


Arq 


Lys 


Val 


Tyr 








2 0 










25 










30 






A<=;n 


He 


Pro 


Leu. 


Leu 


Arg 


Ser 


Ser 


He 


Ser 


Glv 


Ser 


Gly 


Arq 


Tyr 


Thr 






35 










40 










45 








Leu 


Leu 


His 


Leu 


Thr 


Asn 


Tvr 


Ala 


Asp 


Glu 


Thr 


He 


Ser 


Val 


Ala 


Val 




5 0 










55 










60 










Asp 


Val 


Thr 


Asn 


Val 


Tvr 
- 1 - 1 - L - 


He 


Met 


Gly 


Tvr 


Leu 


Ala 


Gly 


Asp 


Val 


Ser 


65 










70 










75 










80 


Tvr 


Phe 


Phe 


Asn 


Glu 


Ala 


Ser 


Ala 


Thr 


Glu 


Ala 


Ala 


Lys 


Phe 


Val 


Phe 








85 










90 










95 




T . vr 


Arid 


Ala 


Lys 


Lys 


Lys 


Val 


Thr 


Leu 


Pro 


Tvr 

j. j j- 


Ser 


Gly 


Asn 


Tyr 


Glu 








10 0 










105 










110 






Arcr 


Leu 


Gin 


Thr 


Ala 


Ala 


Glv 


Lys 


He 


Arg 


Glu 


Asn 


He 


Pro 


Leu 


Gly 




115 










120 










125 








Leu 


Pro 


Ala 


Leu 


Asp 


Ser 


Ala 


He 


Thr 


Thr 


Leu 


Tyr 


Tyr 


Tyr 


Thr 


Ala 




13 0 










13 5 










140 










Ser 


Ser 


Ala 


Ala 


Ser 


Ala 


Leu 


Leu 


Val 


Leu 


He 


Gin 


Ser 


Thr 


Ala 


Glu 


145 










150 










155 










160 


Ser 


Ala 


Arg 


Tyr 


Lys 


Phe 


He 


Glu 


Gin 


Gin 


He 


Gly 


Lys 


Arg 


Val 


Asp 










165 










170 










175 




Lys 


Thr 


Phe 


Leu 


Pro 


Ser 


Leu 


Ala 


Thr 


He 


Ser 


Leu 


Glu 


Asn 


Asn 


Trp 






180 










185 










190 






Ser 


Ala 


Leu 


Ser 


Lys 


Gin 


He 


Gin 


He 


Ala 


Ser 


Thr 


Asn 


Asn 


Gly 


Gin 






195 








2 00 










205 








Phe 


Glu 


Ser 


Pro 


Val 


Val 


Leu 


He 


Asp 


Gly 


Asn 


Asn 


Gin 


Arg 


Val 


Ser 




210 










215 










220 










He 


Thr 


Asn 


Ala 


Ser 


Ala 


Arg 


Val 


Val 


Thr 


Ser 


Asn 


He 


Ala 


Leu 


Leu 


225 










230 










235 










240 


Leu 


Asn 


Arg 


Asn 


Asn 


He 


Ala 





















245 



<210> 35 

<211> 275 

<212> PRT 

<213> Saponaria officinalis 



<400> 35 



Val 


Thr 


Ser 


He 


Thr 


Leu 


Asp 


Leu 


Val 


Asn 


Pro 


Thr 


Ala 


Gly 


Gin 


Tyr 


1 








5 










10 










15 




Ser 


Ser 


Phe 


Val 


Asp 


Lys 


He 


Arg 


Asn 


Asn 


Val 


Lys 


Asp 


Pro 


Asn 


Leu 








20 










25 










30 






Lys 


Tyr 


Gly 


Gly 


Thr 


Asp 


He 


Ala 


Val 


He 


Gly 


Pro 


Pro 


Ser 


Lys 


Glu 






35 










40 










45 








Lys 


Phe 


Leu 


Arg 


He 


Asn 


Phe 


Gin 


Ser 


Ser 


Arg 


Gly 


Thr 


Val 


Ser 


Leu 




50 










55 










60 










Gly 


Leu 


Lys 


Arg 


Asp 


Asn 


Leu 


Tyr 


Val 


Val 


Ala 


Tyr 


Leu 


Ala 


Met 


Asp 


65 










70 










75 










80 


Asn 


Thr 


Asn 


Val 


Asn 


Arg 


Ala 


Tyr 


Tyr 


Phe 


Arg 


Ser 


Glu 


He 


Thr 


Ser 










85 










90 










95 




Ala 


Glu 


Ser 


Thr 


Ala 


Leu 


Phe 


Pro 


Glu 


Ala 


Thr 


Thr 


Ala 


Asn 


Gin 


Lys 








100 










105 










110 






Ala 


Leu 


Glu 


Tyr 


Thr 


Glu 


Asp 


Tyr 


Gin 


Ser 


He 


Glu 


Lys 


Asn 


Ala 


Gin 






115 










120 










125 








He 


Thr 


Gin 


Gly 


Asp 


Gin 


Ser 


Arg 


Lys 


Glu 


Leu 


Gly 


Leu 


Gly 


He 


Asp 




130 










135 










140 










Leu 


Leu 


Ser 


Thr 


Ser 


Met 


Glu 


Ala 


Val 


Asn 


Lys 


Lys 


Ala 


Arg 


Val 


Val 


145 










150 










155 










160 


Lys 


Asp 


Glu 


Ala 


Arg 


Phe 


Leu 


Leu 


He 


Ala 


He 


Gin 


Met 


Thr 


Ala 


Glu 








165 










170 










175 




Ala 


Ala 


Arg 


Phe 


Arg 


Tyr 


He 


Gin 


Asn 


Leu 


Val 


He 


Lys 


Asn 


Phe 


Pro 








180 










185 










190 
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Asn 


Ly s 


Phe 


Asn 


Ser 


Glu 


Asn 


Lys 






195 










2 00 


Ly s 


Ly s 


lie 


Ser 


Thr 


Ala 


lie 


Tyr 




210 










215 




Asn 


Lys 


Asp 


Tyr 


Asp 


Phe 


Gly 


Phe 


225 










230 






Leu 


Gin 


Met 


Gly 


Leu 


Leu 


Met 


Tyr 










245 








Glu 


Ala 


Asn 


Ser 


Thr 


Val 


Arg 


His 








260 










Leu 


lie 


Thr 













275 



210> 36 

211> 250 

212> PRT 

213 > Momordica charantia 



400> 36 



Ala 


Pro 


Thr 


Leu 


Glu 


Thr 


I le 


Ala 


1 








5 








Thr 


Tvr 
x i J - 


Leu 


Ser 


Phe 


He 


Thr 


Asn 








2 0 










Thr 


Glu 


Gin 


Cys 


Thr 


He 


Gin 


Lys 






35 










40 


Tyr 


Ser 


Tyr 


lie 


Asp 


Leu 


He 


Val 




50 










55 




Ala 


He 


Asp 


Met 


Ala 


Asp 


Leu 


Tyr 


65 










70 






Asn 


Asn 


Lys 


Gly 


Arg 


Ala 


Phe 


Phe 










85 








Ala 


Asn 


Asn 


Phe 


Phe 


Pro 


Gly 


Ala 








100 










Thr 


Phe 


Thr 


Gly 


Ser 


Tyr 


Gly 


Asp 






115 










120 


Lys 


Asp 


Asn 


Pro 


Leu 


Gly 


He 


Phe 




130 










135 




He 


Tyr 


Gly 


Lys 


Ala 


Gly 


Asp 


Val 


145 










150 






Leu 


Ala 


lie 


Gin 


Met 


Val 


Ser 


Glu 










165 








Asp 


Lys 


lie 


Pro 


Ser 


Glu 


Lys 


Tyr 








180 










Met 


Thr 


Ala 


Leu 


Glu 


Asn 


Asn 


Trp 






195 










200 


Asn 


Ser 


Lys 


Pro 


Ser 


Thr 


Thr 


Thr 




210 










215 




Ser 


Pro 


Val 


Thr 


He 


Ser 


Pro 


Trp 


225 










230 






Lys 


Leu 


Val 


Met 


Gly 


Leu 


Leu 


Lys 



245 



210> 37 
211> 293 
212> PRT 

213> Shigella dysenteriae 



400> 


37 














Lys 


Glu 


Phe 


Thr 


Leu 


Asp 


Phe 


Ser 


1 








5 








Leu 


Asn 


Val 


He 


Arg 


Ser 


Ala 


He 








20 










Ser 


Gly 


Gly 


Thr 


Ser 


Leu 


Leu 


Met 






35 










40 


Leu 


Phe 


Ala 


Val 


Asp 


Val 


Arg 


Gly 




50 










55 




Asn 


Asn 


Leu 


Arg 


Leu 


He 


Val 


Glu 



Val 


He 


Gin 


Phe 


Glu 


Val 


Asn 


Trp 










205 








Gly 


Asp 


Ala 


Lys 


Asn 


Gly 


Val 


Phe 








220 










Gly 


Lys 


Val 


Arg 


Gin 


Val 


Lys 


Asp 






235 










240 


Leu 


Gly 


Lys 


Pro 


Lys 


Ser 


Ser 


Asn 




250 










255 




Tyr 


Gly 


Pro 


Leu 


Lys 


Pro 


Thr 


Leu 


265 










270 






Ser 


Leu 


Asp 


Leu 


Asn 


Asn 


Pro 


Thr 




10 










15 




He 


Arg 


Thr 


Lys 


Val 


Ala 


Asp 


Lys 


2 5 










3 0 






He 


Ser 


Lys 


Thr 


Phe 


Thr 


Gin 


Arg 










45 








Ser 


Ser 


Thr 


Gin 


Lys 


He 


Thr 


Leu 








60 










Val 


Leu 


Gly 


Tyr 


Ser 


Asp 


He 


Ala 






75 










80 


Phe 


Lys 


Asp 


Val 


Thr 


Glu 


Ala 


Val 




90 










95 




Thr 


Gly 


Thr 


Asn 


Ara. 


He 


Lys 


Leu 


105 










110 






Leu 


Glu 


Lys 


Asn 


Gly 


Gly 


Leu 


Arq 










12 5 








Ara 
nj - y 


Leu 


Glu 


Asn 


Ser 


He 


Val 


Asn 








140 










Lys 


Lys 


Gin 


Ala 


Lys 


Phe 


Phe 


Leu 






155 










160 


Ala 


Ala 


Ara 


Phe 


Lys 


Tvr 


He 


Ser 




170 










175 




Glu 


Glu 


Val 


Thr 


Val 


Asp 


Glu 


Tyr 


185 










190 






Ala 


Lys 


Leu 


Ser 


Thr 


Ala 


Val 


Tyr 










205 








Ala 


Thr 


Lys 


Cys 


Gin 


Leu 


Ala 


Thr 








220 










He 


Phe 


Lys 


Thr 


Val 


Glu 


Glu 


He 






235 










240 


Ser 


Ser 
















250 














Thr 


Ala 


Lys 


Thr 


Tyr 


Val 


Asp 


Ser 




10 










15 




Gly 


Thr 


Pro 


Leu 


Gin 


Thr 


He 


Ser 


25 










30 






He 


Asp 


Ser 


Gly 


Thr 


Gly 


Asp 


Asn 










45 








He 


Asp 


Pro 


Glu 


Glu 


Gly 


Arg 


Phe 








60 










Arg 


Asn 


Asn 


Leu 


Tyr 


Val 


Thr 


Gly 
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65 










70 










75 










80 


Phe 


Val 


Asn 


Arc: 


Thr 
85 


Asn 


Asn 


Val 


Phe 


Tvr 
90 


Arg 


Phe 


Ala 


Asp 


Phe 
95 


Ser 


Hi s 


Val 


Thr 


Phe 
100 


Pro 


Glv 


Thr 


Thr 


Ala 
105 


Val 


Thr 


Leu 


Ser 


Gly 
110 


Asp 


Ser 


u -X. 


Tvr 


Thr 
115 


Thr 


Leu 


Gin 


Arg 


Val 
120 


Ala 


Glv 


He 


Ser 


Arg 
125 


Thr 


Gly 


Met 


Gin 

-J- X X 


lie 

-1_ _1_ 

130 


Asn 

+ *■ ±J X X 


A IT CI 


His 


Ser 


Leu 
135 


Thr 


Thr 


Ser 


Tvr 
j_ j j_ 


Leu 
140 


Asp 


Leu 


Met 


Ser 


His 


Ser 


Glv 


Thr 


Ser 


Leu 


Thr 


Gin 


Ser 


Val 


Ala 


Arg 


Ala 


Met 


Leu 


Arq 


145 










150 










155 










160 


Phe 


Val 


Thr 


Val 


Thr 
165 


Ala 


Glu 


Ala 


Leu 


Arg 
170 


Phe 


Arg 


Gin 


He 


Gin 
175 


Arcr 


Gl v 


Phe 


Arg 


Thr 
180 


Thr 


Leu 


Asp 


Asp 


Leu 
185 


Ser 


Gly 


Arg 


Ser 


Tyr 
190 


Val 


Met 


Thr 


Ala 

-X. CI 


Glu 
195 


Asp 


Val 


Asp 


Leu 


Thr 

200 


Leu 


Asn 


Tro 


Glv 


Arg 
205 


Leu 


Ser 


Ser 


Val 


Lgu 
210 


Pro 


Asp 


Tvr 

J! 


Hi s 


Glv 
215 


Gin 


Asp 


Ser 


Val 


Arg 
220 


Val 


Glv 


Arg 


lie 


Ser 


Phe 


Glv 


Ser 


He 


Asn 


Ala 


He 


Leu 


Gly 


Ser 


Val 


Ala 


Leu 


He 


Leu 


225 










230 










235 










240 


Acn 

-ci. kZ> 1 X 


v_ y ►_> 


His 


His 


Hi s 
245 


Ala 


Ser 


Arcr 


Val 


Ala 
250 


Arg 


Met 


Ala 


Ser 


Asp 
255 


Glu 


Phe 


Pro 


Ser 


Met 
260 


Cys 


Pro 


Ala 


Asp 


Gly 
265 


Arg 


Val 


Arg 


Gly 


He 
270 


Thr 


His 


Asn 


Lys 


He 
275 


Leu 


Trp 


Asp 


Ser 


Ser 
280 


Thr 


Leu 


Gly 


Ala 


He 
285 


Leu 


Met 


Arg 


Arg 


Thr 
290 


He 


Ser 


Ser 

























:210> 38 

:211> 319 

:212> PRT 

:213> Escherichia coli 



400 


> 38 






























Met 


Lys 


Cys 


He 


Leu 


Phe 


Lys 


Trp 


Val 


Leu 


Cys 


Leu 


Leu 


Leu 


Gly 


Phe 


1 






5 










10 










15 




Ser 


Ser 


Val 


Ser 


Tyr 


Ser 


Arg 


Glu 


Phe 


Thr 


He 


Asp 


Phe 


Ser 


Thr 


Gin 








20 










25 










30 






Gin 


Ser 


Tyr 


Val 


Ser 


Ser 


Leu 


Asn 


Ser 


He 


Arg 


Thr 


Glu 


He 


Ser 


Thr 






35 










40 










45 








Pro 


Leu 


Glu 


His 


He 


Ser 


Gin 


Gly 


Thr 


Thr 


Ser 


Val 


Ser 


Val 


He 


Asn 




50 










55 










60 










His 


Thr 


Pro 


Pro 


Gly 


Ser 


Tyr 


Phe 


Ala 


Val 


Asp 


He 


Arg 


Gly 


Leu 


Asp 


65 










70 










75 










80 


Val 


Tyr 


Gin 


Ala 


Arg 


Phe 


Asp 


His 


Leu 


Arg 


Leu 


He 


He 


Glu 


Gin 


Asn 










85 










90 










95 




Asn 


Leu 


Tyr 


Val 


Ala 


Gly 


Phe 


Val 


Asn 


Thr 


Ala 


Thr 


Asn 


Thr 


Phe 


Tyr 






100 










105 










110 






Arg 


Phe 


Ser 


Asp 


Phe 


Thr 


His 


He 


Ser 


Val 


Pro 


Gly 


Val 


Thr 


Thr 


Val 




115 










120 










125 








Ser 


Met 


Thr 


Thr 


Asp 


Ser 


Ser 


Tyr 


Thr 


Thr 


Leu 


Gin 


Arg 


Val 


Ala 


Ala 




130 










135 










140 










Leu 


Glu 


Arg 


Ser 


Gly 


Met 


Gin 


He 


Ser 


Arg 


His 


Ser 


Leu 


Val 


Ser 


Ser 


145 










150 










155 










160 


Tyr 


Leu 


Ala 


Leu 


Met 


Glu 


Phe 


Ser 


Gly 


Asn 


Thr 


Met 


Thr 


Arg 


Asp 


Ala 








165 










170 










175 




Ser 


Arg 


Ala 


Val 


Leu 


Arg 


Phe 


Val 


Thr 


Val 


Thr 


Ala 


Glu 


Ala 


Leu 


Arg 






180 










185 










190 






Phe 


Arg 


Gin 


He 


Gin 


Arg 


Glu 


Phe 


Arg 


Gin 


Ala 


Leu 


Ser 


Glu 


Thr 


Ala 




195 










200 










205 








Pro 


Val 


Tyr 


Thr 


Met 


Thr 


Pro 


Gly 


Asp 


Val 


Asp 


Leu 


Thr 


Leu 


Asn 


Trp 




210 










215 










220 










Gly 


Arg 


He 


Ser 


Asn 


Val 


Leu 


Pro 


Glu 


Tyr 


Arg 


Gly 


Glu 


Asp 


Gly 


Val 


225 










230 










235 










240 


Arg 


Val 


Gly 


Arg 


He 


Ser 


Phe 


Asn 


Asn 


He 


Ser 


Ala 


He 


Leu 


Gly 


Thr 
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Val Ala Val lie 

260 

Ala Val Asn Glu 
275 

Pro Val lie Lys 
290 

Ala Phe Leu Asn 
305 



Leu Asn Cys His 

Glu Ser Gin Pro 

2 80 

lie Asn Asn Thr 
295 

Arg Lys Ser Gin 
310 





250 






ni b 


m n 

v^r 111 


u-L y 


Al a 


265 








Glu 


Cys 


Gin 


He 


Leu 


Trp 


Glu 


Ser 








300 


Phe 


Leu 


Tyr 


Thr 






315 





255 

Arg Ser Val Arg 
270 

Thr Gly Asp Arg 
285 

Asn Thr Ala Ala 
Thr Gly Lys 



<210> 39 
<211> 247 
<212> PRT 

<213> Trichosanthews kirilowii 



<400> 39 



A 


Val 

V Or -J- 


s ^L- 


Phe 


Ara 


Leu 


Ser 


Gly 


Ala 


Thr 


Ser 


Ser 


Ser 


Tvr 

j 


Gly 


Val 


1 








5 










10 










15 




Phe 


Tie 

_J_ -1- *w 




Z\cn 


T if^i i 

J_J K—A. 


A t~o 


T iVR 
j—j y * — ? 


Ala 


Leu 


Pro 


Asn 


Glu 


Arg 


Lys 


Leu 


Tvr 








2 0 










2 5 










3 0 








Tip 


XT J_ 


T if^i i 

i-Jw LA 


T .pi l 

■LJ ^— - 1—4. 




Ser 


Ser 


T ipi i 


Pro 


Gly 


Ser 


Gin 


Ara 


Tvr 


Ala 




3 5 










4 0 










45 








XJ v-3 k-i. 


lie 

_J_ _J_ 


Hi <=; 

J. 1. _l_ o 


T if 3 ! 1 


Thr 


Asn 


Tvr 

_L _y j. 


Ala 


Asp 


Glu 


Thr 


He 


Ser 


Val 


Ala 


He 




50 










55 










60 










Asp 


Val 


Thr 


Asn 


Val 


Tyr 


He 


Met 


Gly 


Tyr 


Arg 


Ala 


Gly 


Asp 


Thr 


Ser 


65 










70 










75 










80 


Tyr 


Phe 


Phe 


Asn 


Glu 


Ala 


Ser 


Ala 


Thr 


Glu 


Ala 


Ala 


Lys 


Tyr 


Val 


Phe 








85 










90 










95 




Lys 


Asp 


Ala 


Met 


Arg 


Lys 


Val 


Thr 


Leu 


Pro 


Tyr 


Ser 


Gly 


Asn 


Tyr 


Glu 








100 










105 










110 






Arg 


Leu 


Gin 


Thr 


Ala 


Ala 


Gly 


Lys 


He 


Arg 


Glu 


Asn 


He 


Pro 


Leu 


Gly 






115 










120 










125 








Leu 


Pro 


Ala 


Leu 


Asp 


Ser 


Ala 


He 


Thr 


Thr 


Leu 


Phe 


Tyr 


Tyr 


Asn 


Ala 




130 










135 










140 










Asn 


Ser 


Ala 


Ala 


Ser 


Ala 


Leu 


Met 


Val 


Leu 


He 


Gin 


Ser 


Thr 


Ser 


Glu 


145 










150 










155 










160 


Ala 


Ala 


Arg 


Tyr 


Lys 


Phe 


lie 


Glu 


Gin 


Gin 


He 


Gly 


Lys 


Arg 


Val 


Asp 










165 










170 










175 




Lys 


Thr 


Phe 


Leu 


Pro 


Ser 


Leu 


Ala 


He 


He 


Ser 


Leu 


Glu 


Asn 


Ser 


Trp 






180 










185 










190 






Ser 


Ala 


Leu 


Ser 


Lys 


Gin 


lie 


Gin 


He 


Ala 


Ser 


Thr 


Asn 


Asn 


Gly 


Gin 






195 








200 










205 








Phe 


Glu 


Ser 


Pro 


Val 


Val 


Leu 


He 


Asn 


Ala 


Gin 


Asn 


Gin 


Arg 


Val 


Thr 




210 










215 










220 










He 


Thr 


Asn 


Val 


Asp 


Ala 


Gly 


Val 


Val 


Thr 


Ser 


Asn 


He 


Ala 


Leu 


Leu 


225 










230 










235 










240 


Leu 


Asn 


Arg 


Asn 


Asn 


Met 


Ala 





















245 



<210> 40 
<211> 88 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Homo sapien His-Tag leader sequence 
<400> 40 

aaggagatatacc atg ggc age age cat cat cat cat cat cac age age 49 

Met Gly Ser Ser His His His His His His Ser Ser 
15 10 

ggc ctg gtg ccg cgc ggc age cat atg etc gag gat ccg 88 
Gly Leu Val Pro Arg Gly Ser His Met Leu Glu Asp Pro 
15 20 25 
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<210> 41 

<211> 37 

<212> DNA 

<213> Artificial Sequence 
<220> 



<223> 


Homo 


sapien forward primer 


<400 > 


41 




gggtaat age 


atatggggee agcttctgtc 


<210> 


42 




<211> 


44 




<212 > 


DNA 




<213 > 


Artificial Sequence 


<220> 






<223> 


Homo 


sapien reverse primer 


<400> 


42 




cccgaattct 


ttcatcgctg gctttggagt 


<210> 


43 




<211> 


39 




<212> 


DNA 




<213> 


Artificial Sequence 


<220> 






<223> 


Homo 


sapien forward primer 


<400> 


43 




gggtaatagc 


atatgeagee agatgeaate 


<210> 


44 




<211> 


41 




<212 > 


DNA 




<213> 


Artificial Sequence 


<220> 






<223 > 


Homo 


sapien reverse primer 


<400> 


44 




cccgaat tct 


ttcatcgcag tetteggagt 


<210> 


45 




<211> 


27 




<212> 


DNA 




<213> 


Artificial Sequence 


<220> 






<223> 


Homo 


sapien forward primer 


<400> 


45 




catatgeaac 


eggt aggcat caacacg 


<210> 


46 




<211> 


33 





37 



44 



39 



41 



27 
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<212> DNA 

<213> Artificial Sequence 



<220> 

<22 3> Homo 



sapien reverse primer (MCP-3) 



<400> 46 
cact agt aac 



catcgcaagc ttcggggtct gag 



33 



<210> 47 
<211> 38 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Homo sapien forward primer (SDF-l-Beta) 
<400> 47 

gggtaatagc atatgaagcc cgtcagcctg agctacag 38 



<210> 48 

<211> 46 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Homo sapien reverse primer (SDF-l-Beta) 



<210> 49 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Shigella dysenteriae forward primer (Shiga) 
<400> 49 

gggtaatagc atatgaaaga attcaccctg gacttttcc 39 



<210> 50 

<211> 28 

<212> DNA 

<213> Artificial Sequence 
<220 > 

<223> Shigella dysenteriae reverse primer (Shiga) 

<400> 50 

cccggatcca ctagtattaa gcgtggtg 



<210> 51 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Shigella dysenteriae reverse primer (Shiga-His6) 



<400> 48 
cccgaat tc t 



ttcatcgcca tcttgaacct cttgtttaaa gctttc 



46 



<400> 51 
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cccggatcca ctagtttaat gatgatggtg gtggtggcaa ttgag 



45 



<210> 52 
<211> 978 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . ( 978) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine- 
toxin fusion protein MCP1 -AM-truncated Shiga-Al Subunit 



<400> 52 

atg cag cca gat gca ate aat gec cca gtc acc tgc tgt tat aac ttc 48 

Met Gin Pro Asp Ala lie Asn Ala Pro Val Thr Cys Cys Tyr Asn Phe 
15 10 15 

acc aat agg aag ate tea gtg cag agg etc gcg age tat aga aga ate 96 

Thr Asn Arg Lys lie Ser Val Gin Arg Leu Ala Ser Tyr Arg Arg lie 

20 25 30 

acc age age aag tgt ccc aaa gaa get gtg ate ttc aag acc att gtg 144 

Thr Ser Ser Lys Cys Pro Lys Glu Ala Val lie Phe Lys Thr lie Val 

35 40 45 

gec aag gag ate tgt get gac ccc aag cag aag tgg gtt cag gat tec 192 

Ala Lys Glu lie Cys Ala Asp Pro Lys Gin Lys Trp Val Gin Asp Ser 

50 55 60 

atg gac cac ctg gac aag caa acc caa act ccg aag act gcg atg aaa 240 

Met Asp His Leu Asp Lys Gin Thr Gin Thr Pro Lys Thr Ala Met Lys 

65 70 75 80 

gaa ttc acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg 288 

Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu 

85 90 95 

aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age 336 

Asn Val lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser 

100 105 110 

ggt ggt act tec etc ctg atg att gat tec ggt acg ggt gat aac ttg 384 

Gly Gly Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp Asn Leu 

115 120 125 

ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat 432 

Phe Ala Val Asp Val Arg Gly lie Asp Pro Glu Glu Gly Arg Phe Asn 

130 135 140 

aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt 480 

Asn Leu Arg Leu lie Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe 

145 150 155 160 

gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac 528 

Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His 

165 170 175 

gta acg ttt ccg ggc acc act get gtt act ctg age ggc gat tct tct 576 

Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser 

180 185 190 

tat act acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa 624 
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Tyr Thr Thr Leu Gin 

195 

ate aat cgc cat tct 
lie Asn Arg His Ser 
210 

tct ggc acc age ctg 
Ser Gly Thr Ser Leu 
225 



Arg Val Ala Gly lie Ser 
200 

ctg acg acc age tat ctg 
Leu Thr Thr Ser Tyr Leu 
215 

acc cag tct gtt gec cgt 
Thr Gin Ser Val Ala Arg 
230 235 



Arg Thr Gly Met Gin 
205 

gac tta atg age cat 672 

Asp Leu Met Ser His 

220 

gcg atg ctg cgc ttc 720 
Ala Met Leu Arg Phe 

240 



gtg acg gtc acc gec gaa gee ctg cgt ttc cgt caa ate caa cgc ggc 768 

Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly 

245 250 255 

ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg atg act 816 

Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr 

260 265 270 

gec gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt 864 

Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val 
275 280 285 

ctg ccg gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age 912 

Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser 
290 295 300 

ttt ggc tct att aat gec ate eta ggc tec gtc gca ctg att etc aat 960 

Phe Gly Ser lie Asn Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn 

305 310 315 320 

tgc cac cac cac get taa 978 
Cys His His His Ala 

325 



<210> 53 

<211> 984 

<212> DNA 

<213> Artificial Sequence 

<220> 

<2 21> CDS 

<222> (1) . . (984 ) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine- 
toxin fusion protein MCP1 -AM- truncated Shiga-Al Subunit HIS6 



<400> 53 

atg cag cca gat gca ate aat gec cca gtc acc tgc tgt tat aac ttc 48 

Met Gin Pro Asp Ala lie Asn Ala Pro Val Thr Cys Cys Tyr Asn Phe 
15 10 15 

acc aat agg aag ate tea gtg cag agg etc gcg age tat aga aga ate 96 

Thr Asn Arg Lys lie Ser Val Gin Arg Leu Ala Ser Tyr Arg Arg lie 

20 25 30 

acc age age aag tgt cce aaa gaa get gtg ate ttc aag acc att gtg 144 

Thr Ser Ser Lys Cys Pro Lys Glu Ala Val lie Phe Lys Thr lie Val 

35 40 45 

gee aag gag ate tgt get gac cce aag cag aag tgg gtt cag gat tec 192 

Ala Lys Glu lie Cys Ala Asp Pro Lys Gin Lys Trp Val Gin Asp Ser 

50 55 60 
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atg gac cac ctg gac aag caa acc caa act ccg aag act gcg atg aaa 240 

Met Asp His Leu Asp Lys Gin Thr Gin Thr Pro Lys Thr Ala Met Lys 

65 70 75 80 

gaa ttc acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg 288 

Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu 

85 90 95 

aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age 336 

Asn Val lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser 

100 105 110 

ggt ggt act tec etc ctg atg att gat tec ggt acg ggt gat aac ttg 384 

Gly Gly Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp Asn Leu 

115 120 125 

ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat 432 

Phe Ala Val Asp Val Arg Gly lie Asp Pro Glu Glu Gly Arg Phe Asn 

130 135 140 

aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt 480 

Asn Leu Arg Leu lie Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe 

145 150 155 160 

gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac 528 

Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His 

165 170 175 

gta acg ttt ccg ggc acc act get gtt act ctg age ggc gat tct tct 576 

Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser 

180 185 190 

tat act acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa 624 

Tyr Thr Thr Leu Gin Arg Val Ala Gly lie Ser Arg Thr Gly Met Gin 

195 200 ' 205 

ate aat cgc cat tct ctg acg acc age tat ctg gac tta atg age cat 672 

lie Asn Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His 

210 215 220 

tct ggc acc age ctg acc cag tct gtt gee cgt gcg atg ctg cgc ttc 720 

Ser Gly Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe 

225 230 235 240 

gtg acg gtc acc gee gaa gec ctg cgt ttc cgt caa ate caa cgc ggc 768 

Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly 

245 250 255 

ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg atg act 816 

Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr 

260 265 270 

gee gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt 864 

Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val 

275 280 285 

ctg ccg gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age 912 

Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser 

290 295 300 

ttt ggc tct att aat gee ate eta ggc tec gtc gca ctg att etc aat 960 

Phe Gly Ser lie Asn Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn 

305 310 315 320 

tgc cac cac cac cat cat cat taa 984 

Cys His His His His His His 

325 
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<210> 54 
<211> 999 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (999) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine - 
toxin fussion protein MCP1 - AM- SAPORIN 



<400> 54 

atg cag cca gat gca ate aat gec cca gtc acc tgc tgt tat aac ttc 48 

Met Gin Pro Asp Ala lie Asn Ala Pro Val Thr Cys Cys Tyr Asn Phe 
15 10 15 

acc aat agg aag ate tea gtg cag agg etc gcg age tat aga aga ate 96 

Thr Asn Arg Lys lie Ser Val Gin Arg Leu Ala Ser Tyr Arg Arg lie 

20 25 30 

acc age age aag tgt ccc aaa gaa get gtg ate ttc aag acc att gtg 144 

Thr Ser Ser Lys Cys Pro Lys Glu Ala Val lie Phe Lys Thr lie Val 

35 40 45 

gee aag gag ate tgt get gac ccc aag cag aag tgg gtt cag gat tec 192 

Ala Lys Glu lie Cys Ala Asp Pro Lys Gin Lys Trp Val Gin Asp Ser 
50 55 60 

atg gac cac ctg gac aag caa acc caa act ccg aag act gcg atg gtt 240 

Met Asp His Leu Asp Lys Gin Thr Gin Thr Pro Lys Thr Ala Met Val 
65 70 75 80 

act agt att acc ctg gac ctg gtc aat ccg acc gee ggc caa tat age 288 

Thr Ser lie Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin Tyr Ser 

85 90 95 

age ttc gtg gat aag att cgt aac aac gta aaa gat ccg aat ctg aaa 336 

Ser Phe Val Asp Lys lie Arg Asn Asn Val Lys Asp Pro Asn Leu Lys 

100 105 110 

tac ggt ggt act gat att gcg gtc ate ggt ccg ccg age aaa gaa aag 384 

Tyr Gly Gly Thr Asp lie Ala Val lie Gly Pro Pro Ser Lys Glu Lys 

115 120 125 

ttc ctg cgc att aac ttt caa age tec cgt ggc act gtt tct ctg ggc 432 

Phe Leu Arg lie Asn Phe Gin Ser Ser Arg Gly Thr Val Ser Leu Gly 
130 135 140 

ctg aag cgc gat aac ctg tat gtt gtt gee tat ctg gcg atg gat aat 480 

Leu Lys Arg Asp Asn Leu Tyr Val Val Ala Tyr Leu Ala Met Asp Asn 
145 150 155 160 

acg aac gtg aac cgc gee tac tac ttt cgt age gag att acg age gcg 528 

Thr Asn Val Asn Arg Ala Tyr Tyr Phe Arg Ser Glu lie Thr Ser Ala 

165 170 175 

gaa tec act get ctg ttc ccg gag gcg acc act gca aac caa aaa gca 576 

Glu Ser Thr Ala Leu Phe Pro Glu Ala Thr Thr Ala Asn Gin Lys Ala 

180 185 190 

ctg gaa tat acg gaa gat tac cag tec ate gag aag aac gcg cag ate 624 

Leu Glu Tyr Thr Glu Asp Tyr Gin Ser lie Glu Lys Asn Ala Gin lie 
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195 



200 



205 



acc cag ggc gat caa tec cgc aaa gaa ctg ggt ctg ggt att gat ctg 672 

Thr Gin Gly Asp Gin Ser Arg Lys Glu Leu Gly Leu Gly lie Asp Leu 

210 215 220 

ctg age acg age atg gaa gcg gtc aac aaa aaa get cgc gtg gtt aaa 720 

Leu Ser Thr Ser Met Glu Ala Val Asn Lys Lys Ala Arg Val Val Lys 

225 230 235 240 

gac gaa gec cgc ttc ctg ctg ate gec att cag atg acg gca gaa gee 76 8 

Asp Glu Ala Arg Phe Leu Leu lie Ala lie Gin Met Thr Ala Glu Ala 

245 250 255 

gee cgt ttc cgc tac att cag aac ctg gtc ate aaa aac ttc ccg aac 816 

Ala Arg Phe Arg Tyr lie Gin Asn Leu Val lie Lys Asn Phe Pro Asn 

260 265 270 

aag ttc aat tec gag aat aaa gtc att cag ttc gag gtt aat tgg aaa 864 

Lys Phe Asn Ser Glu Asn Lys Val lie Gin Phe Glu Val Asn Trp Lys 

275 280 285 

aaa att tec acc gec att tat ggt gac gcg aag aac ggt gtt ttc aat 912 

Lys lie Ser Thr Ala lie Tyr Gly Asp Ala Lys Asn Gly Val Phe Asn 

290 295 300 

aaa gat tat gat ttt ggt ttc ggt aag gta cgt cag gtg aaa gac ctg 960 

Lys Asp Tyr Asp Phe Gly Phe Gly Lys Val Arg Gin Val Lys Asp Leu 

305 310 315 320 

caa atg ggt ctg ctg atg tac eta gga aaa ccg aag taa 999 

Gin Met Gly Leu Leu Met Tyr Leu Gly Lys Pro Lys 

325 330 



<210> 55 

<211> 978 

<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (978) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine- 

toxin fusion protein MCP3 -AM- truncated Shiga-Al Subunit 



<400> 55 

atg caa ccg gta ggc ate aac acg teg acc acg tgc tgt tat cgc ttt 48 

Met Gin Pro Val Gly lie Asn Thr Ser Thr Thr Cys Cys Tyr Arg Phe 

15 10 15 

ate aac aag aaa ate ccg aaa caa cgc ctg gaa tec tat cgt cgc acc 96 

lie Asn Lys Lys lie Pro Lys Gin Arg Leu Glu Ser Tyr Arg Arg Thr 

20 25 30 

act age age cac tgt ccg cgc gaa gca gtc ate ttc aaa acc aag etc 144 

Thr Ser Ser His Cys Pro Arg Glu Ala Val lie Phe Lys Thr Lys Leu 
35 40 45 

gat aag gaa ate tgt gca gac ccg act cag aaa tgg gtg caa gat ttt 192 

Asp Lys Glu lie Cys Ala Asp Pro Thr Gin Lys Trp Val Gin Asp Phe 
50 55 60 
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atg aaa cat ctg gat aag aaa act cag acc ccg aag ctt gcg atg aaa 240 

Met Lys His Leu Asp Lys Lys Thr Gin Thr Pro Lys Leu Ala Met Lys 
65 70 75 80 

gaa ttc acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg 288 

Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu 

85 90 95 

aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age 336 

Asn Val lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser 

100 105 110 

99t 99 t act tcc ctc ctg atg att gat tec ggt acg ggt gat aac ttg 3 84 

Gly Gly Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp Asn Leu 

115 120 125 

ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat 432 

Phe Ala Val Asp Val Arg Gly lie Asp Pro Glu Glu Gly Arg Phe Asn 

130 135 140 

aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt 480 

Asn Leu Arg Leu lie Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe 
145 150 155 160 

gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac 528 

Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His 

165 170 175 

gta acg ttt ccg ggc acc act get gtt act ctg age ggc gat tct tct 576 

Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser 

180 185 190 

tat act acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa 624 

Tyr Thr Thr Leu Gin Arg Val Ala Gly lie Ser Arg Thr Gly Met Gin 

195 200 205 

ate aat cgc cat tct ctg acg acc age tat ctg gac tta atg age cat 672 

lie Asn Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His 

210 215 220 

tct ggc acc age ctg acc cag tct gtt gee cgt gcg atg ctg cgc ttc 720 

Ser Gly Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe 
225 230 235 240 

gtg acg gtc acc gee gaa gee ctg cgt ttc cgt caa ate caa cgc ggc 768 

Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly 

245 250 255 

ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg atg act 816 

Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr 

260 265 270 

gee gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt 864 

Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val 

275 280 285 

ctg ccg gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age 912 

Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser 

290 295 300 

ttt ggc tct att aat gee ate eta ggc tec gtc gca ctg att etc aat 960 

Phe Gly Ser lie Asn Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn 
305 310 315 320 

tgc cac cac cac get taa 978 
Cys His His His Ala 

325 
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<210> 56 
<211> 984 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (984) 

<220> 

<223> Description of Artificial Sequence: Construct encoding 
chemokine - toxin fusion protein MCP3 -AM-truncated Shiga-Al subunit HIS6 

<400> 56 

atg caa ccg gta ggc ate aac acg teg acc acg tgc tgt tat cgc ttt 48 

Met Gin Pro Val Gly lie Asn Thr Ser Thr Thr Cys Cys Tyr Arg Phe 

15 10 15 

ate aac aag aaa ate ccg aaa caa cgc ctg gaa tec tat cgt cgc acc 96 
lie Asn Lys Lys lie Pro Lys Gin Arg Leu Glu Ser Tyr Arg Arg Thr 

20 25 30 

act age age cac tgt ccg cgc gaa gca gtc ate ttc aaa acc aag etc 144 
Thr Ser Ser His Cys Pro Arg Glu Ala Val lie Phe Lys Thr Lys Leu 
35 40 45 

gat aag gaa ate tgt gca gac ccg act cag aaa tgg gtg caa gat ttt 192 
Asp Lys Glu lie Cys Ala Asp Pro Thr Gin Lys Trp Val Gin Asp Phe 
50 55 60 

atg aaa cat ctg gat aag aaa act cag acc ccg aag ctt gcg atg aaa 240 
Met Lys His Leu Asp Lys Lys Thr Gin Thr Pro Lys Leu Ala Met Lys 
65 70 75 80 

gaa ttc acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg 288 
Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu 

85 90 95 

aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age 336 
Asn Val lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser 

100 105 110 

ggt ggt act tec etc ctg atg att gat tec ggt acg ggt gat aac ttg 384 
Gly Gly Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp Asn Leu 
115 120 125 

ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat 432 
Phe Ala Val Asp Val Arg Gly lie Asp Pro Glu Glu Gly Arg Phe Asn 
130 135 140 

aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt 480 
Asn Leu Arg Leu lie Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe 
145 150 155 160 

gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac 528 
Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His 

165 170 175 

gta acg ttt ccg ggc acc act get gtt act ctg age ggc gat tct tct 576 
Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser 

180 185 190 

tat act acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa 624 
Tyr Thr Thr Leu Gin Arg Val Ala Gly lie Ser Arg Thr Gly Met Gin 
195 200 205 
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ate aat cgc cat tct ctg acg acc age tat ctg gac tta atg age cat 672 
lie Asn Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His 
210 215 220 



tct ggc acc age ctg acc cag tct gtt gee cgt gcg atg ctg cgc ttc 

Ser Gly Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe 

225 230 235 240 

gtg acg gtc acc gee gaa gec ctg cgt ttc cgt caa ate caa cgc ggc 

Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly 

245 250 255 



720 



768 



ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg atg act 816 
Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr 

260 265 270 



gec gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt 

Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val 

275 280 285 

ctg ccg gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age 

Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser 

290 295 300 

ttt ggc tct att aat gee ate eta ggc tec gtc gca ctg att etc aat 

Phe Gly Ser lie Asn Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn 

305 310 315 320 



864 



912 



960 



tgc cac cac cac cat cat cat taa 984 
Cys His His His His His His 

325 

<210> 57 
<211> 999 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (999) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine 
toxin Fusion Protein MCP3 -AM-SAPORIN 



<400> 57 

atg caa ccg gta ggc ate aac acg tec acc acg tgc tgt tat cgc ttt 

Met Gin Pro Val Gly lie Asn Thr Ser Thr Thr Cys Cys Tyr Arg Phe 

15 10 15 

ate aac aag aaa ate ccg aaa caa cgc ctg gaa tec tat cgt cgc acc 

lie Asn Lys Lys lie Pro Lys Gin Arg Leu Glu Ser Tyr Arg Arg Thr 

20 25 30 

act age age cac tgt ccg cgc gaa gca gtc ate ttc aaa acc aag etc 

Thr Ser Ser His Cys Pro Arg Glu Ala Val lie Phe Lys Thr Lys Leu 

35 40 45 

gat aag gaa ate tgt gca gac ccg act cag aaa tgg gtg caa gat ttt 

Asp Lys Glu lie Cys Ala Asp Pro Thr Gin Lys Trp Val Gin Asp Phe 

50 55 60 

atg aaa cat ctg gat aag aaa act cag acc ccg aag ctt gcg atg gtt 

Met Lys His Leu Asp Lys Lys Thr Gin Thr Pro Lys Leu Ala Met Val 

65 70 75 80 



48 



96 



144 



192 



240 
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act agt att acc ctg gac ctg gtc aat ccg acc gcc ggc caa tat age 288 

Thr Ser lie Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin Tyr Ser 

85 90 95 

age ttc gtg gat aag att cgt aac aac gta aaa gat ccg aat ctg aaa 336 

Ser Phe Val Asp Lys lie Arg Asn Asn Val Lys Asp Pro Asn Leu Lys 

100 105 110 

tac ggt ggt act gat att gcg gtc ate ggt ccg ccg age aaa gaa aag 3 84 

Tyr Gly Gly Thr Asp lie Ala Val lie Gly Pro Pro Ser Lys Glu Lys 

115 120 125 

ttc ctg cgc att aac ttt caa age tec cgt ggc act gtt tct ctg ggc 432 

Phe Leu Arg lie Asn Phe Gin Ser Ser Arg Gly Thr Val Ser Leu Gly 

130 135 140 

ctg aag cgc gat aac ctg tat gtt gtt gcc tat ctg gcg atg gat aat 480 

Leu Lys Arg Asp Asn Leu Tyr Val Val Ala Tyr Leu Ala Met Asp Asn 

145 150 155 160 

acg aac gtg aac cgc gcc tac tac ttt cgt age gag att acg age gcg 528 

Thr Asn Val Asn Arg Ala Tyr Tyr Phe Arg Ser Glu lie Thr Ser Ala 

165 170 175 

gaa tec act get ctg ttc ccg gag gcg acc act gca aac caa aaa gca 576 

Glu Ser Thr Ala Leu Phe Pro Glu Ala Thr Thr Ala Asn Gin Lys Ala 

180 185 190 

ctg gaa tat acg gaa gat tac cag tec ate gag aag aac gcg cag ate 624 

Leu Glu Tyr Thr Glu Asp Tyr Gin Ser lie Glu Lys Asn Ala Gin lie 

195 200 205 

acc cag ggc gat caa tec cgc aaa gaa ctg ggt ctg ggt att gat ctg 672 

Thr Gin Gly Asp Gin Ser Arg Lys Glu Leu Gly Leu Gly lie Asp Leu 

210 215 220 

ctg age acg age atg gaa gcg gtc aac aaa aaa get cgc gtg gtt aaa 720 

Leu Ser Thr Ser Met Glu Ala Val Asn Lys Lys Ala Arg Val Val Lys 

225 230 235 240 

gac gaa gcc cgc ttc ctg ctg ate gcc att cag atg acg gca gaa gcc 768 

Asp Glu Ala Arg Phe Leu Leu lie Ala lie Gin Met Thr Ala Glu Ala 

245 250 255 

gcc cgt ttc cgc tac att cag aac ctg gtc ate aaa aac ttc ccg aac 816 

Ala Arg Phe Arg Tyr lie Gin Asn Leu Val lie Lys Asn Phe Pro Asn 

260 265 270 

aag ttc aat tec gag aat aaa gtc att cag ttc gag gtt aat tgg aaa 864 

Lys Phe Asn Ser Glu Asn Lys Val lie Gin Phe Glu Val Asn Trp Lys 

275 280 285 

aaa att tec acc gcc att tat ggt gac gcg aag aac ggt gtt ttc aat 912 

Lys lie Ser Thr Ala lie Tyr Gly Asp Ala Lys Asn Gly Val Phe Asn 

290 295 300 

aaa gat tat gat ttt ggt ttc ggt aag gta cgt cag gtg aaa gac ctg 960 

Lys Asp Tyr Asp Phe Gly Phe Gly Lys Val Arg Gin Val Lys Asp Leu 

305 310 315 320 

caa atg ggt ctg ctg atg tac eta gga aaa ccg aag taa 999 

Gin Met Gly Leu Leu Met Tyr Leu Gly Lys Pro Lys 

325 330 

<210> 58 
<211> 963 
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<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine- 
toxin fusion protein SDF- 1 -Beta-AM- truncated Shiga-Al Subunit 



<220> 

<221> CDS 

<222> (1) - - { 963 ) 

<400> 58 

aag ccc gtc age ctg age tac aga tgc cca tgc cga ttc ttc gaa age 48 

Lys Pro Val Ser Leu Ser Tyr Arg Cys Pro Cys Arg Phe Phe Glu Ser 
15 10 15 

cat gtt gec aga gec aac gtc aag cat etc aaa att etc aac act cca 96 

His Val Ala Arg Ala Asn Val Lys His Leu Lys lie Leu Asn Thr Pro 

20 25 30 

aac tgt gee ctt cag att gta gec egg ctg aag aac aac aac aga caa 144 

Asn Cys Ala Leu Gin lie Val Ala Arg Leu Lys Asn Asn Asn Arg Gin 

35 40 45 

gtg tgc att gac ccg aag eta aag tgg att cag gag tac ctg gag aaa 192 

Val Cys lie Asp Pro Lys Leu Lys Trp lie Gin Glu Tyr Leu Glu Lys 
50 55 60 

get tta aac aag agg ttc aag atg gcg atg aaa gaa ttc acc ctg gac 240 

Ala Leu Asn Lys Arg Phe Lys Met Ala Met Lys Glu Phe Thr Leu Asp 
65 70 75 80 

ttt tec act gca aaa act tac gtc gat age ctg aat gtg att cgt tec 288 

Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu Asn Val lie Arg Ser 

85 90 95 

gcg ate ggt acg ccg ctg caa acg att tec age ggt ggt act tec etc 336 

Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser Gly Gly Thr Ser Leu 

100 105 110 

ctg atg att gat tec ggt acg ggt gat aac ttg ttt get gtt gat gtg 384 

Leu Met lie Asp Ser Gly Thr Gly Asp Asn Leu Phe Ala Val Asp Val 

115 120 125 

cgc ggc att gac ccg gaa gaa ggc cgt ttt aat aat ctg cgt ctg ate 432 

Arg Gly lie Asp Pro Glu Glu Gly Arg Phe Asn Asn Leu Arg Leu lie 
130 135 140 

gtc gaa cgc aac aac ctg tat gtg acg ggt ttt gtg aac cgt acg aac 480 

Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe Val Asn Arg Thr Asn 
145 150 155 160 

aac gtc ttc tat cgt ttc get gat ttc tec cac gta acg ttt ccg ggc 528 

Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His Val Thr Phe Pro Gly 

165 170 175 

acc act get gtt act ctg age ggc gat tct tct tat act acg tta cag 576 

Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser Tyr Thr Thr Leu Gin 

180 185 190 

cgt gtg get ggt ate age cgc act ggt atg caa ate aat cgc cat tct 624 

Arg Val Ala Gly lie Ser Arg Thr Gly Met Gin lie Asn Arg His Ser 

195 200 205 

ctg acg acc age tat ctg gac tta atg age cat tct ggc acc age ctg 672 
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Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His Ser Gly Thr Ser Leu 
210 215 220 

acc cag tct gtt gcc cgt gcg atg ctg cgc ttc gtg acg gtc acc gcc 720 
Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe Val Thr Val Thr Ala 
225 230 235 240 

gaa gcc ctg cgt ttc cgt caa ate caa cgc ggc ttc cgc acc act tta 768 
Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly Phe Arg Thr Thr Leu 

245 250 255 

gac gat ctg tct ggc cgc age tat gtg atg act gcc gaa gat gtc gat 816 
Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr Ala Glu Asp Val Asp 

260 265 270 

ctg acc ctg aac tgg ggt cgc ttg tct tec gtt ctg ccg gat tat cac 864 
Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val Leu Pro Asp Tyr His 
275 280 285 

ggt cag gat tct gtc cgt gtt ggc cgt ate age ttt ggc tct att aat 912 
Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser Phe Gly Ser lie Asn 
290 295 300 

gcc ate eta ggc tec gtc gca ctg att etc aat tgc cac cac cac get 960 
Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn Cys His His His Ala 
305 310 315 320 

taa 963 

<210> 59 

<211> 969 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine 
toxin fusion protein SDF- 1 -Beta -AM- truncated Shiga-Al Subunit HIS6 

<220> 

<221> CDS 

<222> (1) . . (969) 

<400> 59 

aag ccc gtc age ctg age tac aga tgc cca tgc cga ttc ttc gaa age 48 

Lys Pro Val Ser Leu Ser Tyr Arg Cys Pro Cys Arg Phe Phe Glu Ser 

15 10 15 

cat gtt gcc aga gcc aac gtc aag cat etc aaa att etc aac act cca 96 
His Val Ala Arg Ala Asn Val Lys His Leu Lys lie Leu Asn Thr Pro 

20 25 30 

aac tgt gcc ctt cag att gta gcc egg ctg aag aac aac aac aga caa 144 
Asn Cys Ala Leu Gin lie Val Ala Arg Leu Lys Asn Asn Asn Arg Gin 
35 40 45 

gtg tgc att gac ccg aag eta aag tgg att cag gag tac ctg gag aaa 192 
Val Cys lie Asp Pro Lys Leu Lys Trp lie Gin Glu Tyr Leu Glu Lys 
50 55 60 

get tta aac aag agg ttc aag atg gcg atg aaa gaa ttc acc ctg gac 240 
Ala Leu Asn Lys Arg Phe Lys Met Ala Met Lys Glu Phe Thr Leu Asp 
65 70 75 80 

ttt tec act gca aaa act tac gtc gat age ctg aat gtg att cgt tec 288 
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Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu Asn Val lie Arg Ser 

85 90 95 

gcg ate ggt acg ccg ctg caa acg att tec age ggt ggt act tec etc 336 

Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser Gly Gly Thr Ser Leu 

100 105 110 

ctg atg att gat tec ggt acg ggt gat aac ttg ttt get gtt gat gtg 384 

Leu Met lie Asp Ser Gly Thr Gly Asp Asn Leu Phe Ala Val Asp Val 
115 120 125 

C 9 C 99 c at t gac ccg gaa gaa ggc cgt ttt aat aat ctg cgt ctg ate 432 

Arg Gly lie Asp Pro Glu Glu Gly Arg Phe Asn Asn Leu Arg Leu lie 

130 135 140 

gtc gaa cgc aac aac ctg tat gtg acg ggt ttt gtg aac cgt acg aac 480 

Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe Val Asn Arg Thr Asn 

145 150 155 160 

aac gtc ttc tat cgt ttc get gat ttc tec cac gta acg ttt ccg ggc 528 

Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His Val Thr Phe Pro Gly 

165 170 175 

acc act get gtt act ctg age ggc gat tct tct tat act acg tta cag 576 

Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser Tyr Thr Thr Leu Gin 

180 185 190 

cgt gtg get ggt ate age cgc act ggt atg caa ate aat cgc cat tct 624 

Arg Val Ala Gly lie Ser Arg Thr Gly Met Gin lie Asn Arg His Ser 
195 200 205 

ctg acg acc age tat ctg gac tta atg age cat tct ggc acc age ctg 672 

Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His Ser Gly Thr Ser Leu 

210 215 220 

acc cag tct gtt gec cgt gcg atg ctg cgc ttc gtg acg gtc acc gee 720 

Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe Val Thr Val Thr Ala 

225 230 235 240 

gaa gee ctg cgt ttc cgt caa ate caa cgc ggc ttc cgc acc act tta 768 

Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly Phe Arg Thr Thr Leu 

245 250 255 

gac gat ctg tct ggc cgc age tat gtg atg act gec gaa gat gtc gat 816 

Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr Ala Glu Asp Val Asp 

260 265 270 

ctg acc ctg aac tgg ggt cgc ttg tct tec gtt ctg ccg gat tat cac 864 

Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val Leu Pro Asp Tyr His 
275 280 285 

ggt cag gat tct gtc cgt gtt ggc cgt ate age ttt ggc tct att aat 912 

Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser Phe Gly Ser lie Asn 

290 295 300 

gec ate eta ggc tec gtc gca ctg att etc aat tgc cac cac cac cat 960 

Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn Cys His His His His 

305 310 315 320 

cat cat taa 969 
His His 



<210> 60 
<211> 984 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine 
toxin fusion protein SDF- 1 -Beta -AM- SAPOR IN 

<220> 

<221> CDS 

<222> (1) . . (984) 

<400> 60 

aag ccc gtc age ctg age tac aga tgc cca tgc cga ttc ttc gaa age 48 

Lys Pro Val Ser Leu Ser Tyr Arg Cys Pro Cys Arg Phe Phe Glu Ser 

15 10 15 

cat gtt gec aga gec aac gtc aag cat etc aaa att etc aac act cca 96 

His Val Ala Arg Ala Asn Val Lys His Leu Lys lie Leu Asn Thr Pro 

20 25 30 

aac tgt gec ctt cag att gta gec egg ctg aag aac aac aac aga caa 144 

Asn Cys Ala Leu Gin lie Val Ala Arg Leu Lys Asn Asn Asn Arg Gin 

35 40 45 

gtg tgc att gac ccg aag eta aag tgg att cag gag tac ctg gag aaa 192 

Val Cys lie Asp Pro Lys Leu Lys Trp lie Gin Glu Tyr Leu Glu Lys 

50 55 60 

get tta aac aag agg ttc aag atg gcg atg gtt act agt att acc ctg 240 

Ala Leu Asn Lys Arg Phe Lys Met Ala Met Val Thr Ser lie Thr Leu 

65 70 75 80 

gac ctg gtc aat ccg acc gec ggc caa tat age age ttc gtg gat aag 288 

Asp Leu Val Asn Pro Thr Ala Gly Gin Tyr Ser Ser Phe Val Asp Lys 

85 90 95 

att cgt aac aac gta aaa gat ccg aat ctg aaa tac ggt ggt act gat 336 

lie Arg Asn Asn Val Lys Asp Pro Asn Leu Lys Tyr Gly Gly Thr Asp 

100 105 110 

att gcg gtc ate ggt ccg ccg age aaa gaa aag ttc ctg cgc att aac 384 

lie Ala Val lie Gly Pro Pro Ser Lys Glu Lys Phe Leu Arg lie Asn 

115 120 125 

ttt caa age tec cgt ggc act gtt tct ctg ggc ctg aag cgc gat aac 432 

Phe Gin Ser Ser Arg Gly Thr Val Ser Leu Gly Leu Lys Arg Asp Asn 

130 135 140 

ctg tat gtt gtt gec tat ctg gcg atg gat aat acg aac gtg aac cgc 480 

Leu Tyr Val Val Ala Tyr Leu Ala Met Asp Asn Thr Asn Val Asn Arg 

145 150 155 160 

gee tac tac ttt cgt age gag att acg age gcg gaa tec act get ctg 528 

Ala Tyr Tyr Phe Arg Ser Glu lie Thr Ser Ala Glu Ser Thr Ala Leu 

165 170 175 

ttc ccg gag gcg acc act gca aac caa aaa gca ctg gaa tat acg gaa 576 

Phe Pro Glu Ala Thr Thr Ala Asn Gin Lys Ala Leu Glu Tyr Thr Glu 

180 185 190 

gat tac cag tec ate gag aag aac gcg cag ate acc cag ggc gat caa 624 

Asp Tyr Gin Ser lie Glu Lys Asn Ala Gin lie Thr Gin Gly Asp Gin 

195 200 205 

tec cgc aaa gaa ctg ggt ctg ggt att gat ctg ctg age acg age atg 672 

Ser Arg Lys Glu Leu Gly Leu Gly lie Asp Leu Leu Ser Thr Ser Met 

210 215 220 
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gaa gcg gtc aac aaa aaa get cgc gtg gtt aaa gac gaa gec cgc ttc 720 
Glu Ala Val Asn Lys Lys Ala Arg Val Val Lys Asp Glu Ala Arg Phe 
225 230 235 240 

ctg ctg ate gec att cag atg acg gca gaa gec gec cgt ttc cgc tac 768 
Leu Leu lie Ala lie Gin Met Thr Ala Glu Ala Ala Arg Phe Arg Tyr 

245 250 255 

att cag aac ctg gtc ate aaa aac ttc ccg aac aag ttc aat tec gag 816 
lie Gin Asn Leu Val lie Lys Asn Phe Pro Asn Lys Phe Asn Ser Glu 

260 265 270 

aat aaa gtc att cag ttc gag gtt aat tgg aaa aaa att tec acc gee 864 
Asn Lys Val lie Gin Phe Glu Val Asn Trp Lys Lys lie Ser Thr Ala 
275 280 285 

att tat ggt gac gcg aag aac ggt gtt ttc aat aaa gat tat gat ttt 912 
lie Tyr Gly Asp Ala Lys Asn Gly Val Phe Asn Lys Asp Tyr Asp Phe 
290 295 300 

ggt ttc ggt aag gta cgt cag gtg aaa gac ctg caa atg ggt ctg ctg 960 
Gly Phe Gly Lys Val Arg Gin Val Lys Asp Leu Gin Met Gly Leu Leu 
305 310 315 320 

atg tac eta gga aaa ccg aag taa 984 
Met Tyr Leu Gly Lys Pro Lys 

325 

<210> 61 
<211> 972 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (972) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine 
toxin fusion protein EOTAXIN- AM - truncated Shiga-Al Subunit 



<400> 61 

atg ggg cca get tct gtc cca acc acc tgc tgc ttt aac ctg gec aat 48 

Met Gly Pro Ala Ser Val Pro Thr Thr Cys Cys Phe Asn Leu Ala Asn 

15 10 15 

agg aag ata ccc ctt cag cga eta gag age tac agg aga ate acc agt 96 

Arg Lys lie Pro Leu Gin Arg Leu Glu Ser Tyr Arg Arg lie Thr Ser 

20 25 30 

ggc aaa tgt ccc cag aaa get gtg ate ttc aag acc aaa ctg gec aag 144 

Gly Lys Cys Pro Gin Lys Ala Val lie Phe Lys Thr Lys Leu Ala Lys 

35 40 45 

gat ate tgt gee gac ccc aag aag aag tgg gtg cag gat tec atg aag 192 

Asp lie Cys Ala Asp Pro Lys Lys Lys Trp Val Gin Asp Ser Met Lys 

50 55 60 

tat ctg gac caa aaa tct cca act cca aag cca gcg atg aaa gaa ttc 240 

Tyr Leu Asp Gin Lys Ser Pro Thr Pro Lys Pro Ala Met Lys Glu Phe 

65 70 75 80 

acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg aat gtg 288 

Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu Asn Val 

85 90 95 
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att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age ggt ggt 336 

lie Arg Ser Ala He Gly Thr Pro Leu Gin Thr He Ser Ser Gly Gly 

100 105 110 

act tec etc ctg atg att gat tec ggt acg ggt gat aac ttg ttt get 384 

Thr Ser Leu Leu Met He Asp Ser Gly Thr Gly Asp Asn Leu Phe Ala 
115 120 125 

gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat aat ctg 432 

Val Asp Val Arg Gly He Asp Pro Glu Glu Gly Arg Phe Asn Asn Leu 

130 135 140 

cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt gtg aac 480 

Arg Leu He Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe Val Asn 

145 150 155 160 

cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac gta acg 528 

Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His Val Thr 

165 170 175 

ttt ccg ggc acc act get gtt act ctg age ggc gat tct tct tat act 576 

Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser Tyr Thr 

180 185 190 

acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa ate aat 624 

Thr Leu Gin Arg Val Ala Gly He Ser Arg Thr Gly Met Gin He Asn 
195 200 205 

cgc cat tct ctg acg acc age tat ctg gac tta atg age cat tct ggc 672 

Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His Ser Gly 

210 215 220 

acc age ctg acc cag tct gtt gec cgt gcg atg ctg cgc ttc gtg acg 720 

Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe Val Thr 

225 230 235 240 

gtc acc gec gaa gee ctg cgt ttc cgt caa ate caa cgc ggc ttc cgc 768 

Val Thr Ala Glu Ala Leu Arg Phe Arg Gin He Gin Arg Gly Phe Arg 

245 250 255 

acc act tta gac gat ctg tct ggc cgc age tat gtg atg act gee gaa 816 

Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr Ala Glu 

260 265 270 

gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt ctg ccg 864 

Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val Leu Pro 
275 280 285 

gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age ttt ggc 912 

Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg He Ser Phe Gly 

290 295 300 

tct att aat gec ate eta ggc tec gtc gca ctg att etc aat tgc cac 960 

Ser He Asn Ala He Leu Gly Ser Val Ala Leu He Leu Asn Cys His 

305 310 315 320 

cac cac get taa 972 
His His Ala 



<210> 62 
<211> 978 
<212> DNA 
<213> Artificial 

<220> 
<221> CDS 



Sequence 
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<222> (1) . . (978) 
<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine- 
toxin fusion protein EOTAXIN-AM- truncated Shiga-Al Subunit HIS6 



<400> 62 

atg ggg cca get tct gtc cca acc acc tgc tgc ttt aac ctg gec aat 48 

Met Gly Pro Ala Ser Val Pro Thr Thr Cys Cys Phe Asn Leu Ala Asn 

15 10 15 

agg aag ata ccc ctt cag cga eta gag age tac agg aga ate acc agt 96 

Arg Lys lie Pro Leu Gin Arg Leu Glu Ser Tyr Arg Arg lie Thr Ser 

20 25 30 

ggc aaa tgt ccc cag aaa get gtg ate ttc aag acc aaa ctg gec aag 144 

Gly Lys Cys Pro Gin Lys Ala Val lie Phe Lys Thr Lys Leu Ala Lys 
35 40 45 

gat ate tgt gec gac ccc aag aag aag tgg gtg cag gat tec atg aag 192 

Asp lie Cys Ala Asp Pro Lys Lys Lys Trp Val Gin Asp Ser Met Lys 

50 55 60 

tat ctg gac caa aaa tct cca act cca aag cca gcg atg aaa gaa ttc 240 

Tyr Leu Asp Gin Lys Ser Pro Thr Pro Lys Pro Ala Met Lys Glu Phe 

65 70 75 80 

acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg aat gtg 288 

Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu Asn Val 

85 90 95 

att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age ggt ggt 336 

lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser Gly Gly 

100 105 110 

act tec etc ctg atg att gat tec ggt acg ggt gat aac ttg ttt get 3 84 

Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp Asn Leu Phe Ala 

115 120 125 

gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat aat ctg 432 

Val Asp Val Arg Gly lie Asp Pro Glu Glu Gly Arg Phe Asn Asn Leu 

130 135 140 



cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt gtg aac 
Arg Leu lie Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe Val Asn 
145 150 155 160 



480 



cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac gta acg 528 

Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His Val Thr 

165 170 175 

ttt ccg ggc acc act get gtt act ctg age ggc gat tct tct tat act 576 

Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser Tyr Thr 

180 185 190 

acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa ate aat 624 

Thr Leu Gin Arg Val Ala Gly lie Ser Arg Thr Gly Met Gin lie Asn 
195 200 205 

cgc cat tct ctg acg acc age tat ctg gac tta atg age cat tct ggc 672 

Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His Ser Gly 

210 215 220 

acc age ctg acc cag tct gtt gec cgt gcg atg ctg cgc ttc gtg acg 720 

Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe Val Thr 

225 230 235 240 
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gtc acc gcc gaa gcc ctg cgt ttc cgt caa ate caa cgc ggc ttc cgc 768 

Val Thr Ala Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly Phe Arg 

245 250 255 

acc act tta gac gat ctg tct ggc cgc age tat gtg atg act gcc gaa 816 

Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr Ala Glu 

260 265 270 

gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt ctg ccg 8 64 

Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val Leu Pro 
275 280 285 

gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age ttt ggc 912 

Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser Phe Gly 
290 295 300 

tct att aat gcc ate eta ggc tec gtc gca ctg att etc aat tgc cac 960 

Ser lie Asn Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn Cys His 

305 310 315 320 

cac cac cat cat cat taa 978 
His His His His His 

325 



<210> 63 
<211> 993 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (993 ) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine- 
toxin fusion protein EOTAXIN-AM-SAPORIN 



<400> 63 

atg ggg cca get tct gtc cca acc acc tgc tgc ttt aac ctg gcc aat 48 

Met Gly Pro Ala Ser Val Pro Thr Thr Cys Cys Phe Asn Leu Ala Asn 

15 10 15 

agg aag at a ccc ctt cag cga eta gag age tac agg aga ate acc agt 96 

Arg Lys lie Pro Leu Gin Arg Leu Glu Ser Tyr Arg Arg lie Thr Ser 

20 25 30 

ggc aaa tgt ccc cag aaa get gtg ate ttc aag acc aaa ctg gcc aag 144 

Gly Lys Cys Pro Gin Lys Ala Val lie Phe Lys Thr Lys Leu Ala Lys 

35 40 45 

gat ate tgt gcc gac ccc aag aag aag tgg gtg cag gat tec atg aag 192 

Asp lie Cys Ala Asp Pro Lys Lys Lys Trp Val Gin Asp Ser Met Lys 

50 55 60 

tat ctg gac caa aaa tct cca act cca aag cca gcg atg gtt act agt 240 

Tyr Leu Asp Gin Lys Ser Pro Thr Pro Lys Pro Ala Met Val Thr Ser 

65 70 75 80 

att acc ctg gac ctg gtc aat ccg acc gcc ggc caa tat age age ttc 288 

lie Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin Tyr Ser Ser Phe 

85 90 95 

gtg gat aag att cgt aac aac gta aaa gat ccg aat ctg aaa tac ggt 336 

Val Asp Lys lie Arg Asn Asn Val Lys Asp Pro Asn Leu Lys Tyr Gly 
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100 105 110 

ggt act gat att gcg gtc ate ggt ccg ccg age aaa gaa aag ttc ctg 384 

Gly Thr Asp lie Ala Val lie Gly Pro Pro Ser Lys Glu Lys Phe Leu 
115 120 125 

cgc att aac ttt caa age tec cgt ggc act gtt tct ctg ggc ctg aag 432 

Arg lie Asn Phe Gin Ser Ser Arg Gly Thr Val Ser Leu Gly Leu Lys 
130 135 140 

cgc gat aac ctg tat gtt gtt gec tat ctg gcg atg gat aat acg aac 480 

Arg Asp Asn Leu Tyr Val Val Ala Tyr Leu Ala Met Asp Asn Thr Asn 
145 150 155 160 

gtg aac cgc gec tac tac ttt cgt age gag att acg age gcg gaa tec 528 

Val Asn Arg Ala Tyr Tyr Phe Arg Ser Glu lie Thr Ser Ala Glu Ser 

165 170 175 

act get ctg ttc ccg gag gcg acc act gca aac caa aaa gca ctg gaa 576 

Thr Ala Leu Phe Pro Glu Ala Thr Thr Ala Asn Gin Lys Ala Leu Glu 

180 185 190 

tat acg gaa gat tac cag tec ate gag aag aac gcg cag ate acc cag 624 

Tyr Thr Glu Asp Tyr Gin Ser lie Glu Lys Asn Ala Gin lie Thr Gin 
195 200 205 

ggc gat caa tec cgc aaa gaa ctg ggt ctg ggt att gat ctg ctg age 672 

Gly Asp Gin Ser Arg Lys Glu Leu Gly Leu Gly lie Asp Leu Leu Ser 
210 215 220 

acg age atg gaa gcg gtc aac aaa aaa get cgc gtg gtt aaa gac gaa 720 

Thr Ser Met Glu Ala Val Asn Lys Lys Ala Arg Val Val Lys Asp Glu 
225 230 235 240 

gee cgc ttc ctg ctg ate gec att cag atg acg gca gaa gec gee cgt 768 

Ala Arg Phe Leu Leu lie Ala lie Gin Met Thr Ala Glu Ala Ala Arg 

245 250 255 

ttc cgc tac att cag aac ctg gtc ate aaa aac ttc ccg aac aag ttc 816 

Phe Arg Tyr He Gin Asn Leu Val He Lys Asn Phe Pro Asn Lys Phe 

260 265 270 

aat tec gag aat aaa gtc att cag ttc gag gtt aat tgg aaa aaa att 864 

Asn Ser Glu Asn Lys Val He Gin Phe Glu Val Asn Trp Lys Lys He 
275 280 285 

tec acc gec att tat ggt gac gcg aag aac ggt gtt ttc aat aaa gat 912 

Ser Thr Ala He Tyr Gly Asp Ala Lys Asn Gly Val Phe Asn Lys Asp 
290 295 300 



tat gat ttt ggt ttc ggt aag gta cgt cag gtg aaa gac ctg caa atg 
Tyr Asp Phe Gly Phe Gly Lys Val Arg Gin Val Lys Asp Leu Gin Met 
305 310 315 320 

ggt ctg ctg atg tac eta gga aaa ccg aag taa 
Gly Leu Leu Met Tyr Leu Gly Lys Pro Lys 

325 330 

<210> 64 
<211> 744 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Construct encoding 
Methionine - truncated Shiga-Al Subunit fusion protien 



960 



993 
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<220> 

<221> CDS 

<222> (1) . . (744) 

<400> 64 

atg aaa gaa ttc acc ctg gac ttt tec act gca aaa act tac gtc gat 4 8 

Met Lys Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp 
15 10 15 

age ctg aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att 96 
Ser Leu Asn Val lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie 

20 25 30 

tec age ggt ggt act tec etc ctg atg att gat tec ggt acg ggt gat 144 
Ser Ser Gly Gly Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp 
35 40 45 

aac ttg ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt 192 
Asn Leu Phe Ala Val Asp Val Arg Gly He Asp Pro Glu Glu Gly Arg 
50 55 60 

ttt aat aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg 24 0 
Phe Asn Asn Leu Arg Leu He Val Glu Arg Asn Asn Leu Tyr Val Thr 
65 70 75 80 

ggt ttt gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc 288 
Gly Phe Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe 

85 90 95 

tec cac gta acg ttt ccg ggc acc act get gtt act ctg age ggc gat 336 
Ser His Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp 

100 105 110 

tct tct tat act acg tta cag cgt gtg get ggt ate age cgc act ggt 384 
Ser Ser Tyr Thr Thr Leu Gin Arg Val Ala Gly He Ser Arg Thr Gly 
115 120 125 

atg caa ate aat cgc cat tct ctg acg acc age tat ctg gac tta atg 432 
Met Gin He Asn Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met 
130 135 140 

age cat tct ggc acc age ctg acc cag tct gtt gee cgt gcg atg ctg 480 
Ser His Ser Gly Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu 
145 150 155 160 

cgc ttc gtg acg gtc acc gee gaa gee ctg cgt ttc cgt caa ate caa 528 
Arg Phe Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin He Gin 

165 170 175 

cgc ggc ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg 576 
Arg Gly Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val 

180 185 190 

atg act gec gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct 624 
Met Thr Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser 
195 200 205 

tec gtt ctg ccg gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt 672 
Ser Val Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg 
210 215 220 

ate age ttt ggc tct att aat gee ate eta ggc tec gtc gca ctg att 720 
He Ser Phe Gly Ser He Asn Ala He Leu Gly Ser Val Ala Leu He 
225 230 235 240 

etc aat tgc cac cac cac get taa 74 4 

Leu Asn Cys His His His Ala 
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245 

<210> 65 
<211> 750 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Construct encoding 
Methionine - truncated Shiga-Al Subunit HIS6 fusion protein 

<220> 

<221> CDS 

<222> (1) . . (750) 

<400> 65 

atg aaa gaa ttc acc ctg gac ttt tec act gca aaa act tac gtc gat 48 

Met Lys Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp 
15 10 15 

age ctg aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att 96 
Ser Leu Asn Val lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie 

20 25 30 

tec age ggt ggt act tec etc ctg atg att gat tec ggt acg ggt gat 144 
Ser Ser Gly Gly Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp 
35 40 45 

aac ttg ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt 192 
Asn Leu Phe Ala Val Asp Val Arg Gly lie Asp Pro Glu Glu Gly Arg 
50 55 60 

ttt aat aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg 240 
Phe Asn Asn Leu Arg Leu lie Val Glu Arg Asn Asn Leu Tyr Val Thr 
65 70 75 80 

ggt ttt gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc 288 
Gly Phe Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe 

85 90 95 

tec cac gta acg ttt ccg ggc acc act get gtt act ctg age ggc gat 336 
Ser His Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp 

100 105 110 

tct tct tat act acg tta cag cgt gtg get ggt ate age cgc act ggt 384 
Ser Ser Tyr Thr Thr Leu Gin Arg Val Ala Gly lie Ser Arg Thr Gly 
115 120 125 

atg caa ate aat cgc cat tct ctg acg acc age tat ctg gac tta atg 432 
Met Gin lie Asn Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met 
130 135 140 

age cat tct ggc acc age ctg acc cag tct gtt gec cgt gcg atg ctg 480 
Ser His Ser Gly Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu 
145 150 155 160 



cgc ttc gtg acg gtc acc gee gaa gec ctg cgt ttc cgt caa ate caa 
Arg Phe Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin lie Gin 

165 170 175 



528 



cgc ggc ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg 576 

Arg Gly Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val 

180 185 190 

atg act gec gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct 624 

Met Thr Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser 

195 200 205 
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tec 
Ser 



gtt 
Val 
210 



ctg 
Leu 



ccg 
Pro 



gat 
Asp 



tat 
Tyr 



cac 
His 
215 



ggt 

Gly 



cag 
Gin 



gat 
Asp 



tct 
Ser 



gtc 
Val 
220 



cgt 
Arg 



gtt 

Val 



ggc 

Gly 



cgt 
Arg 



672 



ate age ttt ggc tct att aat gec ate eta ggc tec gtc gca 
lie Ser Phe Gly Ser lie Asn Ala lie Leu Gly Ser Val Ala 
225 230 235 



ctg att 
Leu lie 
240 



720 



etc aat tgc cac 
Leu Asn Cys His 



cac 
His 
245 



cac 
His 



cat 
His 



cat 
His 



cat 
His 



t aa 



250 



750 



<210> 66 
<211> 765 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Construct encoding 
Methionine-Saporin fusion protein 

<220> 

<221> CDS 

<222> (1) . . (765) 

<400> 66 

atg gtt act agt att acc ctg gac ctg gtc aat ccg acc gec ggc caa 48 

Met Val Thr Ser lie Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin 

15 10 15 

tat age age ttc gtg gat aag att cgt aac aac gta aaa gat ccg aat 96 
Tyr Ser Ser Phe Val Asp Lys lie Arg Asn Asn Val Lys Asp Pro Asn 

20 25 30 

ctg aaa tac ggt ggt act gat att gcg gtc ate ggt ccg ccg age aaa 144 
Leu Lys Tyr Gly Gly Thr Asp lie Ala Val lie Gly Pro Pro Ser Lys 
35 40 45 

gaa aag ttc ctg cgc att aac ttt caa age tec cgt ggc act gtt tct 192 
Glu Lys Phe Leu Arg lie Asn Phe Gin Ser Ser Arg Gly Thr Val Ser 
50 55 60 

ctg ggc ctg aag cgc gat aac ctg tat gtt gtt gec tat ctg gcg atg 240 
Leu Gly Leu Lys Arg Asp Asn Leu Tyr Val Val Ala Tyr Leu Ala Met 
65 70 75 80 

gat aat acg aac gtg aac cgc gee tac tac ttt cgt age gag att acg 288 
Asp Asn Thr Asn Val Asn Arg Ala Tyr Tyr Phe Arg Ser Glu lie Thr 

85 90 95 

age gcg gaa tec act get ctg ttc ccg gag gcg acc act gca aac caa 336 
Ser Ala Glu Ser Thr Ala Leu Phe Pro Glu Ala Thr Thr Ala Asn Gin 

100 105 110 

aaa gca ctg gaa tat acg gaa gat tac cag tec ate gag aag aac gcg 384 
Lys Ala Leu Glu Tyr Thr Glu Asp Tyr Gin Ser lie Glu Lys Asn Ala 
115 120 125 

cag ate acc cag ggc gat caa tec cgc aaa gaa ctg ggt ctg ggt att 432 
Gin lie Thr Gin Gly Asp Gin Ser Arg Lys Glu Leu Gly Leu Gly lie 
130 135 140 

gat ctg ctg age acg age atg gaa gcg gtc aac aaa aaa get cgc gtg 480 
Asp Leu Leu Ser Thr Ser Met Glu Ala Val Asn Lys Lys Ala Arg Val 
145 150 155 160 



-37 - 





gtt aaa gac gaa gcc cgc ttc ctg ctg ate gec att cag atg acg gca 528 
Val Lys Asp Glu Ala Arg Phe Leu Leu lie Ala lie Gin Met Thr Ala 

165 170 175 

gaa gcc gcc cgt ttc cgc tac att cag aac ctg gtc ate aaa aac ttc 576 
Glu Ala Ala Arg Phe Arg Tyr lie Gin Asn Leu Val lie Lys Asn Phe 

180 185 190 

ccg aac aag ttc aat tec gag aat aaa gtc att cag ttc gag gtt aat 624 
Pro Asn Lys Phe Asn Ser Glu Asn Lys Val lie Gin Phe Glu Val Asn 
195 200 205 

tgg aaa aaa att tec ace gcc att tat ggt gac gcg aag aac ggt gtt 672 
Trp Lys Lys lie Ser Thr Ala lie Tyr Gly Asp Ala Lys Asn Gly Val 
210 215 220 

ttc aat aaa gat tat gat ttt ggt ttc ggt aag gta cgt cag gtg aaa 720 
Phe Asn Lys Asp Tyr Asp Phe Gly Phe Gly Lys Val Arg Gin Val Lys 
225 230 235 240 

gac ctg caa atg ggt ctg ctg atg tac eta gga aaa ccg aag taa 765 
Asp Leu Gin Met Gly Leu Leu Met Tyr Leu Gly Lys Pro Lys 

245 250 255 

<210> 67 
<211> 231 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (231) 

<220> 

<223> Description of Artificial Sequence: Construct encoding 
Methionine-MCP3 protein 

<400> 67 

atg caa ccg gta ggc ate aac acg teg ace acg tgc tgt tat cgc ttt 48 

Met Gin Pro Val Gly lie Asn Thr Ser Thr Thr Cys Cys Tyr Arg Phe 
15 10 15 

ate aac aag aaa ate ccg aaa caa cgc ctg gaa tec tat cgt cgc acc 96 
lie Asn Lys Lys lie Pro Lys Gin Arg Leu Glu Ser Tyr Arg Arg Thr 

20 25 30 

act age age cac tgt ccg cgc gaa gca gtc ate ttc aaa acc aag etc 144 
Thr Ser Ser His Cys Pro Arg Glu Ala Val lie Phe Lys Thr Lys Leu 
35 40 45 

gat aag gaa ate tgt gca gac ccg act cag aaa tgg gtg caa gat ttt 192 
Asp Lys Glu lie Cys Ala Asp Pro Thr Gin Lys Trp Val Gin Asp Phe 
50 55 60 

atg aaa cat ctg gat aag aaa act cag acc ccg aag ctt 231 
Met Lys His Leu Asp Lys Lys Thr Gin Thr Pro Lys Leu 
65 70 75 

<210> 68 
<211> 4 
<212> PRT 

<213> Pseudomonas aeruginosa 
<220> 

<221> MOD RES 
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<222> (1) 

<22 3> Lys or Arg 

<220> 

<221> REPEAT 

<222> (1) ... (4 ) 

<223> repeat unit 1-6 times 

<220> 

<223> Pseudomonas toxin carboxy- terminal endoplasmic reticulum retention 
s ignal 

<400> 68 
Xaa Asp Glu Leu 
1 

<210> 69 

<211> 393 

<212> DNA 

<213> Mus musculus 
<220> 

<223> Mouse chemokine ALP cDNA 

<220> 

<221> CDS 

<222> (11) . . (373 ) 

<400> 69 

ctgagtgagc atg atg gag ggg etc tec ccc gec age age etc ccg ctg 49 
Met Met Glu Gly Leu Ser Pro Ala Ser Ser Leu Pro Leu 
15 10 

tta ctg ttg ctt ctg age ccg get cct gaa gca gee ttg cct ctg ccc 97 
Leu Leu Leu Leu Leu Ser Pro Ala Pro Glu Ala Ala Leu Pro Leu Pro 
15 20 25 

tec age act age tgc tgt act cag etc tat aga cag cca etc cca age 145 
Ser Ser Thr Ser Cys Cys Thr Gin Leu Tyr Arg Gin Pro Leu Pro Ser 
30 35 40 45 

agg ctg ctg agg agg att gtc cac atg gaa ctg cag gag gec gat ggg 193 
Arg Leu Leu Arg Arg lie Val His Met Glu Leu Gin Glu Ala Asp Gly 

50 55 60 

gac tgt cac etc cag get gtc gtg ctt cac ctg get egg cgc agt gtc 241 
Asp Cys His Leu Gin Ala Val Val Leu His Leu Ala Arg Arg Ser Val 

65 70 75 

tgt gtt cat ccc cag aac cgc age ctg get egg tgg tta gaa cgc caa 289 
Cys Val His Pro Gin Asn Arg Ser Leu Ala Arg Trp Leu Glu Arg Gin 
80 85 90 

ggg aaa agg etc caa ggg act gta ccc agt tta aat ctg gta eta caa 337 
Gly Lys Arg Leu Gin Gly Thr Val Pro Ser Leu Asn Leu Val Leu Gin 
95 100 105 

aag aaa atg tac tea aac ccc caa cag caa aac taa taaagcaaca 383 

Lys Lys Met Tyr Ser Asn Pro Gin Gin Gin Asn 
110 115 120 

ttagacgaca 393 



<210> 70 
<211> 912 
<212> DNA 
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<213 > 


Mus 


musculus 
























<220> 
<223> 


Mouse Lungkine 


cDNA 




















<220> 
<221> 
<222> 


CDS 
(1) 


. . (504) 


























<300> 
<308> 


AF0 82 85 9/GenBank 






















<400> 
atg 
Met 
1 


70 
QCt 

Ala 


act 
_j 

Ala 


caa 
Gin 


qqc 

ZD ZD 

Gly 
5 


tqq 
Trp 


tec 
Ser 


atg 
Met 


etc 
Leu 


ctg 
Leu 
10 


ctg 
Leu 


get 
Ala 


gtc 
Val 


ctt 
Leu 


aac 
Asn 
15 


eta 
Leu 


ggc 

Gly 


ate 
lie 


1 1 c 
Phe 


gtc 
Val 
20 


cat 
^y 

Arg 


ccc 
Pro 


tgt 
Cys 


gac 
Asp 


act 
Thr 
25 


caa 
Gin 


gag 
Glu 


eta 
Leu 


cga 
Arg 


tgt 
Cys 
30 


ctg 
Leu 


tgt 

Cys 


att 
lie 


cag 
Gin 


gaa 
Glu 
35 


cac 
His 


tct 
Ser 


gaa 
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ttc 
Phe 


att 
He 
40 


cct 
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etc 
Leu 


aaa 
Lys 


etc 
Leu 


att 
He 
45 


aaa 
Lys 


aat 
Asn 


ata 
He 


atg 
Met 


a t cr 
Val 
50 


ata 
He 


t tc 
Phe 


aaa 
Glu 


acc 
Thr 


att 
He 
55 


t ac 
Tyr 


tgc 
Cys 


aac 
Asn 


aga 
Arg 


aag 
Lys 
60 


gaa 
Glu 


gtg 

Val 


ata 
He 


gca 
Ala 


gtc 
Val 
65 


V-* CA 

Pro 


tu-i t* 

Lys 


aa t 
Asn 


aaa 

Gly 


aat 
Ser 
70 


atg 
Met 


att 
He 


tgt 

Cys 


ttg 
Leu 


gat 
Asp 
75 


cct 
Pro 


gat 
Asp 


get 
Ala 


cca 
Pro 


tgg 
Trp 
80 


gtg 
Val 


^ ^ CI 
a ci ^-j 

Lys 


ac t 

Ala 


act 
Thr 


gtt 
Val 
85 
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Gly 
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Pro 


att 
He 


act 
Thr 


aac 
Asn 
90 


agg 

Arg 


ttc 
Phe 


eta 
Leu 


cct 
Pro 


gag 
Glu 
95 


gac 
Asp 
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Leu 


aaa 
Lys 


caa 
Gin 


aag 
Lys 
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gaa 
Glu 


ttt 
Phe 
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Pro 


ccg 
Pro 


gca 
Ala 
105 


atg 
Met 


aag 
Lys 


ctt 
Leu 


ctg 
Leu 


tat 
Tyr 
110 


agt 
Ser 


gtt 

Val 


gag 
Glu 


cat 
His 


gaa 
Glu 
115 


aag 
Lys 


cct 
Pro 


eta 
Leu 


tat 
Tyr 


ctt 
Leu 
120 


tea 
Ser 


ttt 
Phe 


ggg 

Gly 


aga 
Arg 


cct 
Pro 
125 


gag 
Glu 


aac 
Asn 


aag 
Lys 


aga 

Ara 

ZD 


ata 
He 
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ttt 
Phe 
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Pro 


ttt 
Phe 
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Pro 


att 
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Arq 
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Thr 
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Arg 
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cac 
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ttt 
Phe 
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Ala 


gat 
Asp 
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Ala 


cac 
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aac 
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agt 
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gat 
Asp 
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Arg 


aat 
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Phe 
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Leu 
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Arg 
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tec 
Ser 


agt 
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Glu 


gtc 

Val 
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ttg 
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ggc 


agt 


gat 


gee 


taa 


aagccactca 


tgaggcaaag agtttcaagg 



48 



96 



144 



192 



240 



288 



336 



384 



432 



480 



Ser Leu Thr Gly Ser Asp Ala 

165 

aagctctcct cctggagttt tggcgttctc attcttatac tctattcccg cgttagtctg 594 

gtgtatggat ctatgagctc tcttttaata ttttattata aatgttttat ttacttaact 654 

tcctagtgaa tgttcacagg tgactgctcc cccatcccca tttcttgata ttacatataa 714 

tggcatcata taccccttta ttgactgaca aactactcag attgettaac attttgtgct 774 

tcaaagtctt atcccactcc actatgggct gttacagagt geatcteggt gtagagcaag 834 
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• 



# 



gctccttgtc ttcagtgccc cagggtgaaa tacttctttg aaaaattttc attcatcaga 894 
raatctgaaa taaatatt 912 



<210> 71 
<211> 325 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Chemokine - toxin fusion protein 
MCP1 -AM- truncated Shiga-Al Subunit 
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Th t* 

X 1 IX 


O C X 


T .ei 1 

XlC Ll 


T .e 1 1 


1 T 1C k_ 


J x c 




C & -r 

OCX 


<j -i- y 


Th r 


rzl v 

1 r x y 


Sen 

^ 1 0 y — ' 


Aqn 


T iPi l 






TIC 
X X 3 
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±Jt= Li 


iyr 


1 

Val 


Th t~ 

XXIX 
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Val 


Asn 


Arg 


Thr 


Asn 


Asn 


Val 


Phe 


Tyr 


Arg 


Phe 


Ala 


Asp 


Phe 


Ser 


His 
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170 
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Val 


Thr 


Phe 


Pro 


Gly 


Thr 


Thr 


Ala 


Val 


Thr 


Leu 


Ser 


Gly 


Asp 


Ser 


Ser 
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185 










190 






Tyr 


Thr 


Thr 


Leu 


Gin 


Arg 


Val 


Ala 


Gly 


lie 


Ser 


Arg 


Thr 


Gly 


Met 


Gin 
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200 










205 
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Asn 


Arg 


His 


Ser 


Leu 


Thr 


Thr 


Ser 


Tyr 


Leu 


Asp 


Leu 


Met 


Ser 


His 
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215 










220 










Ser 


Gly 


Thr 


Ser 


Leu 


Thr 


Gin 


Ser 


Val 


Ala 


Arg 


Ala 


Met 


Leu 


Arg 


Phe 


225 










230 










235 










240 


Val 


Thr 


Val 


Thr 


Ala 


Glu 


Ala 


Leu 


Arg 


Phe 


Arg 


Gin 


He 


Gin 


Arg 


Gly 










245 










250 










255 




Phe 


Arg 


Thr 


Thr 


Leu 


Asp 


Asp 


Leu 


Ser 


Gly 


Arg 


Ser 


Tyr 


Val 


Met 


Thr 








260 
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Ala 


Glu 


Asp 


Val 


Asp 


Leu 


Thr 


Leu 


Asn 


Trp 


Gly 


Arg 


Leu 


Ser 


Ser 


Val 
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280 
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Asp 


Tyr 
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Gly 


Gin 


Asp 


Ser 


Val 


Arg 


Val 


Gly 


Arg 
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Ser 
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295 
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lie 
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Ala 
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Ala 
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He 
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<210> 72 
<211> 327 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Chemokine - toxin fusion protein 
MCP1 -AM- truncated Shiga-Al Subunit HIS6 
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<210> 73 
<211> 332 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Chemokine - toxin fusion protein 
MCP1-AM-SAPORIN 
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Ala 
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He 
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185 
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<210> 74 
<211> 325 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Chemokine - toxin fusion protein 
MCP3 -AM- truncated Shiga-Al Subunit 
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145 










150 






Val 


Asn 


Arg 


Thr 


Asn 


Asn 


Val 


Phe 



Ser 


Thr 


Thr 


Cys 


Cys 


Tyr 


Arg 


Phe 




10 










15 




Arg 


Leu 


Glu 


Ser 


Tyr 


Arg 


Arg 


Thr 


25 










30 






Ala 


Val 


He 


Phe 


Lys 


Thr 


Lys 


Leu 










45 








Thr 


Gin 


Lys 


Trp 


Val 


Gin 


Asp 


Phe 








60 










Gin 


Thr 


Pro 


Lys 


Leu 


Ala 


Met 


Lys 






75 










80 


Ala 


Lys 


Thr 


Tyr 


Val 


Asp 


Ser 


Leu 




90 










95 




Thr 


Pro 


Leu 


Gin 


Thr 


He 


Ser 


Ser 


105 










110 






Asp 


Ser 


Gly 


Thr 


Gly 


Asp 


Asn 


Leu 










125 








Asp 


Pro 


Glu 


Glu 


Gly 


Arg 


Phe 


Asn 








140 










Asn 


Asn 


Leu 


Tyr 


Val 


Thr 


Gly 


Phe 






155 










160 


Tyr 


Arg 


Phe 


Ala 


Asp 


Phe 


Ser 


His 
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• 











X. LJ _P 










170 










17 5 




V d X 


L 111. 


±r 1 


XT _L W 

180 


Gl V 
w x y 


Th v 

1111 


Th v 

X 1 1 J- 


Ala 


Val 
185 


Thr 


Leu 


Ser 


Gl v 


Asp 
190 


Ser 


Ser 


lyr 


X Ilx 


Tin >" 

i iix 
195 


JjC LI 


m n 


r\ x. y 


v d. J_ 


Al a 

200 


Gl v 


He 

X. _i_ 


Ser 

k_J f ~—r- X 


A tct 
rtx y 


Thr 

X 1 J- X- 

205 


Gl v 


Met 


Gin 


lie 


/-I is 11 




ii X O 




T i(= 1 1 
j— ux 


Th *r 
i hi 


Th t 

X 1 1 X 


kJ ^ X 


Tvr 

± y x 


T j^l ] 

X_J ^ ■ VX 


A^D 


Leu 


Met 


Ser 


His 




210 








215 










220 










C Q T- 


-L y 


T Vi "v - 

± ux 


otrl 


XiCU 


j. i i j_ 


Gl n 

X 1 1 


C c> 


1 

v Ct X 


Al 3 




Al a 


Met 


Tien 
u i ^ — ■ — i 


rtx y 


Phe 

X 1 1 


225 








230 










235 










240 


V d X 


J. 111. 


veil 


± 1 IX 


? A R 


gi u 




XJ LX 


^i.x y 


Phe 

17 1 1 * 

2 5 0 

X^ } <J 


A TCJ 

A 1 X. 


Gin 


He 


Gin 


Arg 
2 5 5 


Gly 




rtX y 


X 1 1 X 


i iii. 

260 






Aon 

^ i ■ ' ► * 


T iFM 1 

XJ \-X 


Ser 
265 


Gl v 


Arg 


Ser 


Tvr 


Val 
270 


Met 


Thr 


.Ax a 


XU 


275 


Vdl 




l_i U. 


J. 11X 


1j t: LI 

280 




i rp 


Gl v 

x y 


A rrr 


xj " Li 

285 


c ^ v 


O C X 


V^i 1 


Leu 


Pro 
290 


Asp 


Tyr 


His 


Gly 


Gin 
295 


Asp 


Ser 


Val 


Arg 


Val 
300 


Gly 


Arg 


He 


Ser 


Phe 


Gly 


Ser 


He 


Asn 


Ala 


He 


Leu 


Gly 


Ser 


Val 


Ala 


Leu 


He 


Leu 


Asn 


305 








310 










315 










320 


Cys 


His 


His 


His 


Ala 
325 

























<210> 75 
<211> 327 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Chemokine - toxin fusion protein 
MCP3 -AM- truncated Shiga-Al subunit HIS6 



<400> 75 



Met 


Gin 


Pro 


Val 


Gly 


He 


Asn 


Thr 


1 








5 








He 


Asn 


Lys 


Lys 


He 


Pro 


Lys 


Gin 








20 










Thr 


Ser 


Ser 


His 


Cys 


Pro 


Arg 


Glu 






35 










40 


Asp 


Lys 


Glu 


He 


Cys 


Ala 


Asp 


Pro 




50 










55 




Met 


Lys 


His 


Leu 


Asp 


Lys 


Lys 


Thr 


65 










70 






Glu 


Phe 


Thr 


Leu 


Asp 


Phe 


Ser 


Thr 










85 








Asn 


Val 


He 


Arg 


Ser 


Ala 


He 


Gly 








100 










Gly 


Gly 


Thr 


Ser 


Leu 


Leu 


Met 


He 






115 










120 


Phe 


Ala 


Val 


Asp 


Val 


Arg 


Gly 


He 




130 










135 




Asn 


Leu 


Arg 


Leu 


He 


Val 


Glu 


Arg 


145 










150 






Val 


Asn 


Arg 


Thr 


Asn 


Asn 


Val 


Phe 










165 








Val 


Thr 


Phe 


Pro 


Gly 


Thr 


Thr 


Ala 








180 










Tyr 


Thr 


Thr 


Leu 


Gin 


Arg 


Val 


Ala 






195 










200 


He 


Asn 


Arg 


His 


Ser 


Leu 


Thr 


Thr 




210 










215 




Ser 


Gly 


Thr 


Ser 


Leu 


Thr 


Gin 


Ser 


225 










230 






Val 


Thr 


Val 


Thr 


Ala 


Glu 


Ala 


Leu 










245 








Phe 


Arg 


Thr 


Thr 


Leu 


Asp 


Asp 


Leu 



Ser 


Thr 


Thr 


Cys 


Cys 


Tyr 


Arg 


Phe 




10 










15 




Arg 


Leu 


Glu 


Ser 


Tyr 


Arg 


Arg 


Thr 


25 










30 






Ala 


Val 


He 


Phe 


Lys 


Thr 


Lys 


Leu 










45 








Thr 


Gin 


Lys 


Trp 


Val 


Gin 


Asp 


Phe 








60 










Gin 


Thr 


Pro 


Lys 


Leu 


Ala 


Met 


Lys 






75 










80 


Ala 


Lys 


Thr 


Tyr 


Val 


Asp 


Ser 


Leu 




90 










95 




Thr 


Pro 


Leu 


Gin 


Thr 


He 


Ser 


Ser 


105 










110 






Asp 


Ser 


Gly 


Thr 


Gly 


Asp 


Asn 


Leu 










125 








Asp 


Pro 


Glu 


Glu 


Gly 


Arg 


Phe 


Asn 








140 










Asn 


Asn 


Leu 


Tyr 


Val 


Thr 


Gly 


Phe 






155 










160 


Tyr 


Arg 


Phe 


Ala 


Asp 


Phe 


Ser 


His 




170 










175 




Val 


Thr 


Leu 


Ser 


Gly 


Asp 


Ser 


Ser 


185 










190 






Gly 


He 


Ser 


Arg 


Thr 


Gly 


Met 


Gin 










205 








Ser 


Tyr 


Leu 


Asp 


Leu 


Met 


Ser 


His 








220 










Val 


Ala 


Arg 


Ala 


Met 


Leu 


Arg 


Phe 






235 










240 


Arg 


Phe 


Arg 


Gin 


He 


Gin 


Arg 


Gly 




250 










255 




Ser 


Gly 


Arg 


Ser 


Tyr 


Val 


Met 


Thr 
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260 265 270 



Ala 


Glu 


Asp 


Val 


Asp 


Leu 


Thr 


Leu 


Asn 


Trp 


Gly 


Arg 


Leu 


Ser 


Ser 


Val 






275 










280 










285 








Leu 


Pro 


Asp 


Tyr 


His 


Gly 


Gin 


Asp 


Ser 


Val 


Arg 


Val 


Gly 


Arg 


He 


Ser 




290 










2 95 










300 










Phe 


Gly 


Ser 


lie 


Asn 


Ala 


He 


Leu 


Gly 


Ser 


Val 


Ala 


Leu 


He 


Leu 


Asn 


305 








310 










315 










320 


Cys 


His 


His 


His 


His 


His 


His 





















325 



<210> 76 
<211> 332 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Chemokine - toxin Fusion Protein 
MCP3 -AM-SAPORIN 



<400> 76 



Met~ 


Gl n 


IT J_ ^ — ' 


\/a 1 


Gl v 


Tie 


A ^ n 


Th ~t~ 

1111. 


Ser 


Thr 

.1 1 1 1_ 


Thr 


Cys 


Cys 


Tvr 


Arg 


Phe 


"1 
_L 








C 










1 0 

J- \J 










1 5 




1 J. c 


Acn 


T ,\r c; 
i_j y o 


T A/" cr 

.L.j y »d 


Tie 


Pro 


T iVQ 

j i y o 


Gl n 

\_j _1_ 1 1 


Ara 


T (F*l 1 

1— 1 LA 


Glu 

\J -i- 1—4. 


Ser 

ibJ v_- 1_ 


Tvr 


Ara 


Arcr 


Thr 


















9 5 










3 0 






± Il-L 


Q ^ v~ 




n _l o 








Gl u 


Ala 


V^ 1 


Tie 

_L_ _J_ 


Phe 

ill 'i- 


T iV r 

-i J 1 • J 


Thr 


Lys 


Leu 
















a n 










A 5 










lj y o 


Gl n 


Tie 






A CJT^ 


IT X. ^ ' 


Thr 
i ill 


Gin 

vJ _l_ 1 1 




Trn 


Val 


Gin 

VJ 111 


Asn 


Phe 














O D 






















j i y 2 




J I Li 




i — i v o 


T iVS, 

i i y 


Th t* 

1 11 J_ 


Gin 

VJ 1 1 


Thr 

X 1 1 1_ 


Pro 

J- J— 


Lvs 


Leu 


Ala 


Met 


Val 












1 yj 




















R 0 


TVi t 

1 111. 




Tie 

_1_ _J_ d. 


Th t 

i. iii_ 


T iPi i 

1—1 V LA 


A =!Tl 


T iPl 1 


Val 


Aqn 


Pro 


Thr 


Ala 


Glv 


Gin 


Tvr 


Ser 






























95 




Ser 

t_J \^ 1_ 


Phe 


Val 


Arid 


Lys 


He 


Arg 


Asn 


Asn 


Val 


Lys 


Asp 


Pro 


Asn 


Leu 


Lys 








100 










105 










110 






Tyr 


Gly 


Gly 


Thr 


Asp 


He 


Ala 


Val 


He 


Gly 


Pro 


Pro 


Ser 


Lys 


Glu 


Lys 






115 










120 










125 








Phe 


Leu 


Arg 


He 


Asn 


Phe 


Gin 


Ser 


Ser 


Arg 


Gly 


Thr 


Val 


Ser 


Leu 


Gly 




130 










135 










140 










Leu 


Lys 


Arg 


Asp 


Asn 


Leu 


Tyr 


Val 


Val 


Ala 


Tyr 


Leu 


Ala 


Met 


Asp 


Asn 


145 










150 










155 










160 


Thr 


Asn 


Val 


Asn 


Arg 


Ala 


Tyr 


Tyr 


Phe 


Arg 


Ser 


Glu 


He 


Thr 


Ser 


Ala 










165 










170 










175 




Glu 


Ser 


Thr 


Ala 


Leu 


Phe 


Pro 


Glu 


Ala 


Thr 


Thr 


Ala 


Asn 


Gin 


Lys 


Ala 








180 










185 










190 






Leu 


Glu 


Tyr 


Thr 


Glu 


Asp 


Tyr 


Gin 


Ser 


He 


Glu 


Lys 


Asn 


Ala 


Gin 


He 






195 










200 










205 








Thr 


Gin 


Gly 


Asp 


Gin 


Ser 


Arg 


Lys 


Glu 


Leu 


Gly 


Leu 


Gly 


He 


Asp 


Leu 




210 










215 










220 










Leu 


Ser 


Thr 


Ser 


Met 


Glu 


Ala 


Val 


Asn 


Lys 


Lys 


Ala 


Arg 


Val 


Val 


Lys 


225 










230 










235 










240 


Asp 


Glu 


Ala 


Arg 


Phe 


Leu 


Leu 


He 


Ala 


He 


Gin 


Met 


Thr 


Ala 


Glu 


Ala 










245 










250 










255 




Ala 


Arg 


Phe 


Arg 


Tyr 


He 


Gin 


Asn 


Leu 


Val 


He 


Lys 


Asn 


Phe 


Pro 


Asn 








260 










265 










270 






Lys 


Phe 


Asn 


Ser 


Glu 


Asn 


Lys 


Val 


He 


Gin 


Phe 


Glu 


Val 


Asn 


Trp 


Lys 






275 










280 










285 








Lys 


He 


Ser 


Thr 


Ala 


He 


Tyr 


Gly 


Asp 


Ala 


Lys 


Asn 


Gly 


Val 


Phe 


Asn 




290 










295 










300 










Lys 


Asp 


Tyr 


Asp 


Phe 


Gly 


Phe 


Gly 


Lys 


Val 


Arg 


Gin 


Val 


Lys 


Asp 


Leu 


305 










310 










315 










320 


Gin 


Met 


Gly 


Leu 


Leu 


Met 


Tyr 


Leu 


Gly 


Lys 


Pro 


Lys 











325 330 



<210> 77 
<211> 320 
<212> PRT 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Chemokine - toxin fusion protein SDF 
1 -Beta- AM- truncated Shiga-Al Subunit 



<400> 77 



Lvs 


Pro 


Val 


Ser 


Leu 


Ser 


Tyr 


Arq 

J 


Cys 

J. 


Pro 


Cys 

J. 


Arg 


Phe 


Phe 


Glu 


Ser 


1 








5 










10 










15 




His 


Val 


Ala 


Arq 


Ala 


Asn 


Val 


Lys 


His 


Leu 


Lys 


He 


Leu 


Asn 


Thr 


Pro 








20 










25 










30 






Asn 


Cys 


Ala 


Leu 


Gin 


He 


Val 


Ala 


Arq 


Leu 


Lys 


Asn 


Asn 


Asn 


Arg 


Gin 






35 










40 










45 








Val 


Cys 


He 


Asp 


Pro 


Lys 


Leu 


Lys 


Trp 


He 


Gin 


Glu 


Tvr 


Leu 


Glu 


Lvs 




50 










55 










60 










Ala 


Leu 


Asn 


Lys 


Arg 


Phe 


Lys 


Met 


Ala 


Met 


Lys 

J. 


Glu 


Phe 


Thr 


Leu 


Asp 


65 










70 










75 










80 


Phe 


Ser 


Thr 


Ala 


Lvs 

2 


Thr 


Tvr 


Val 


Asp 


Ser 


Leu 


Asn 


Val 


He 


Arq 

ZD 


Ser 










85 










90 










95 




Ala 


lie 


Glv 


Thr 


Pro 


Leu 


Gin 


Thr 


He 


Ser 


Ser 


Gly 


Gly 


Thr 


Ser 


Leu 








10 0 










105 










110 






Leu 


Met 


He 


Asp 


Ser 


Gly 


Thr 


Gly 


Asp 


Asn 


Leu 


Phe 


Ala 


Val 


Asp 


Val 






115 










12 0 










125 








Arq 


Gly 


He 


Asp 


Pro 


Glu 


Glu 


Gly 


Arq 


Phe 


Asn 


Asn 


Leu 


Arq 


Leu 


He 




13 0 










13 5 










14 0 










Val 


Glu 


Arg 


Asn 


Asn 


Leu 


Tyr 


Val 


Thr 


Gly 


Phe 


Val 


Asn 


Arq 


Thr 


Asn 


14 5 










15 0 










155 










160 


Asn 


Val 


Phe 


Tvr 


Arq 

ZD 


Phe 


Ala 


Asp 


Phe 


Ser 


His 


Val 


Thr 


Phe 


Pro 


Gly 










165 










170 










175 




Thr 


Thr 


Ala 


Val 


Thr 


Leu 


Ser 


Glv 

2 


Asp 


Ser 


Ser 


Tvr 


Thr 


Thr 


Leu 


Gin 








-1- O \J 










1 fl 5 










19 0 






Arg 


Val 


Ala 


Gly 


He 


Ser 


Arg 


Thr 


Gly 


Met 


Gin 


He 


Asn 


Arg 


His 


Ser 






195 










200 










205 








Leu 


Thr 


Thr 


Ser 


Tyr 


Leu 


Asp 


Leu 


Met 


Ser 


His 


Ser 


Gly 


Thr 


Ser 


Leu 




210 










215 










220 










Thr 


Gin 


Ser 


Val 


Ala 


Arg 


Ala 


Met 


Leu 


Arg 


Phe 


Val 


Thr 


Val 


Thr 


Ala 


225 










230 










235 










240 


Glu 


Ala 


Leu 


Arg 


Phe 


Arg 


Gin 


He 


Gin 


Arg 


Gly 


Phe 


Arg 


Thr 


Thr 


Leu 










245 










250 










255 




Asp 


Asp 


Leu 


Ser 


Gly 


Arg 


Ser 


Tyr 


Val 


Met 


Thr 


Ala 


Glu 


Asp 


Val 


Asp 








260 










265 










270 






Leu 


Thr 


Leu 


Asn 


Trp 


Gly 


Arg 


Leu 


Ser 


Ser 


Val 


Leu 


Pro 


Asp 


Tyr 


His 






275 










280 










285 








Gly 


Gin 


Asp 


Ser 


Val 


Arg 


Val 


Gly 


Arg 


He 


Ser 


Phe 


Gly 


Ser 


He 


Asn 




290 










295 










300 










Ala 


He 


Leu 


Gly 


Ser 


Val 


Ala 


Leu 


He 


Leu 


Asn 


Cys 


His 


His 


His 


Ala 


305 










310 










315 










320 



<210> 78 
<211> 322 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Chemokine - toxin fusion protein SDF 
1-Beta-AM-truncated Shiga-Al Subunit HIS6 

<400> 78 

Lys Pro Val Ser Leu Ser Tyr Arg Cys Pro Cys Arg Phe Phe Glu Ser 
15 10 15 
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Hi <=. 

11 _J_ O 


Va 1 


Ala 


Arci 


Ala 


Asn 


Val 


Ly s 








2 0 










Asn 


Cvs 


Ala 


Leu 


Gin 


He 


Val 


Ala 






3 5 










40 


Val 


Cys 


He 


Asp 


Pro 


Ly s 


Leu 


Lvs 




50 










55 




Ala 


Leu. 


Asn 


Ly s 


Ara 

* v _7J 


Phe 


Lvs 


Met 


65 










70 






Phe 

i. 11 S_- 


Ser 


Thr 


Ala 


Ly s 


Thr 


Tvr 

J. y J. 


Val 










85 








Ala 


lie 

-1- -L V— 


Gly 


Thr 


Pro 


Leu 


Gin 


Thr 








10 0 










J_l H 


Mp 1- 


Tie 




Ser 


Glv 

V_J _A_ V 


Thr 

-ill l_ 


Glv 






115 










12 0 


A TCI 


Gly 


He 


Asp 


Pro 


Glu 


Glu 


Glv 




130 










135 




Val 


Glu 


Arg 


Asn 


Asn 


Leu 


Tvr 


Val 


145 










150 






JLI kJ X 1 


Val 

V C_J- -L. 


Phe 


Tvr 


Arg 


Phe 


Ala 


Asp 










165 








Thr 


Thr 


Ala 


Val 


Thr 


Leu 


Ser 


Glv 








180 












Val 


Ala 

-1_ i-\ 


Glv 


lie 


Ser 


Arg 


Thr 






195 










200 


i_J V v^i 


T)i t 


Thr 


Ser 

t- A— 


Tvr 


L J 1 — ' — t 


Asp 


Leu 




210 










215 




Thr 


Gl n 


Qpr 

>—J -I- 


Val 


Ala 


Arg 


Ala 


Met 


225 










2 3 0 






Glu 


Ala 




Ara 


Phe 


Arg 


Gin 


He 










245 














C a y- 


Gl v 


A TO 

1 \ _L_ VJ 


Ser 

k_J U_ 


Tvt 








260 










Leu 


Thr 


Leu 


Asn 


Trp 


Gly 


Arg 


Leu 






275 










280 


Gly 


Gin 


Asp 


Ser 


Val 


Arg 


Val 


Gly 




290 










295 




Ala 


He 


Leu 


Gly 


Ser 


Val 


Ala 


Leu 


305 










310 







His His 




Hi s 

J- 1 -1. »-_> 


T if^i i 


T ^v <^ 


I le 

x i 


T jf^i i 

J_J Iwl 


± 1 lJ 1 1 


Th r 

X 1 1 A- 


Pro 


25 










3 0 






Arg 


Leu 


Ly s 


Asn 


Asn 


Asn 


Arg 


Gin 










45 








Trrj 


He 


Gin 


Glu 


Tvr 


Leu 


Glu 


Ly s 








60 










Ala 


Met 


Ly s 


Glu 


Phe 


Thr 


Leu 


Asp 






75 










80 


Asp 


Ser 


Leu 


Asn 


Val 


He 


Arc 


Ser 




90 










95 




lie 


Ser 

k^J _L_ 


Ser 


Glv 


Glv 


Thr 


Ser 


Leu 


10 5 

— U- \y .j 










110 








Aqn 
ii k_> 1 1 


T \€*\ 1 


Phe 


Ala 


Val 


Asp 


Val 










125 










Phe 

i ii * — 


Asn 


Asn 


Leu 


Arg 


Leu 


I le 








140 










Thr 

X 1 1 X- 


Glv 

\—j x. y 


Phe 


Val 


Asn 


Arg 


Thr 


Asn 






155 










160 


Phe 


h_J , w J_ 


Hi ^ 

111 


Val 


Thr 


Phe 


Pro 


Gly 




17 0 










175 






k^J A— 


Ser 


Tvr 


Thr 


Thr 


Leu 


Gin 


185 










190 






Gl v 


Met" 


Gin 

-1- 1 1 


lie 

_i_ _i_ ^ 


Asn 


Arg 


His 


Ser 










2 05 








Met 


Ser 


His 


Ser 


Gly 


Thr 


Ser 


Leu 








220 










.LJ ^ LI 


A r CT 


Phe 1 

if 11^ 


Va 1 


Thr 

1 111 


Val 


Thr 


Ala 






235 










240 


Gin 

^ J 1 1 1 


Ara 


Glv 


Phe 




Thr 


Thr 


Leu 




250 










255 




Val 


Met 


Thr 


Ala 


Glu 


Asp 


Val 


Asp 


265 










270 






Ser 


Ser 


Val 


Leu 


Pro 


Asp 


Tyr 


His 










285 








Arg 


He 


Ser 


Phe 


Gly 


Ser 


He 


Asn 








300 










He 


Leu 


Asn 


Cys 


His 


His 


His 


His 



315 320 
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